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Hximan Nucleic Acid Sequences from Ovarian Tumor Tissue 

The invention relates to human nucleic acid sequences from 
ovarian tumor tissue, which code for gene products or parts 
thereof, their functional genes that code at least one bioactive 
polypeptide and their use. 

In addition, the invention relates to the polypeptides that 
can be obtained by way of the sequences and their use. 

One of the main cancer causes of death in women is ovarian 
cancer, for control of which new therapies are necessary. 
Previously used therapies, such as, e.g., chemotherapy, hormone 
therapy or surgical removal of tumor tissue, frequently do not 
result in a complete cure. 

The cancer phenomenon often goes along with overexpression 
or underexpression of certain genes in degenerated cells, it 
still being unclear whether these altered expression rates are 
the cause or the result of the malignant transformation. 
Identification of these genes would be an important step for 
development of new therapies against cancer. Spontaneous 
formation of cancer is often preceded by a host of mutations. 
They can have the most varied effects on the expression pattern 
in the affected tissue, such as, e.g., underexpression or 
overexpression, but also expression of shortened genes. Several 
such changes due to these mutation cascades can ultimately lead 
to malignant degeneration. The complexity of these relationships 
makes an experimental approach very difficult. 
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A database that consists of so-called ESTs is used to look 
for candidate genes, i,e,, genes that compared to the tumor 
tissue are more strongly expressed in normal tissue* ESTs 
(expressed sequence tags) are sequences of cDNAs, i.e., mRNAs 
transcribed in reverse, therefore molecules that reflect gene 
expression. The EST sequences are determined for normal and 
degenerated tissue. These databases are offered to some extent 
commercially by various companies. The ESTs of the LifeSeq 
database, which is used here, are generally between 150 and 350 
nucleotides long. They represent a pattern that is unmistakable 
for a certain gene, although this gene is normally very much 
longer (> 2000 nucleotides) . By comparison of the expression 
patterns of normal and tumor tissue, ESTs can be identified that 
are important for tumor formation and proliferation. There is, 
however, the following problem: Since the EST sequences that are 
found can belong to different regions of an unknown gene due to 
different constructions of cDNA libraries, in this case a 
completely incorrect ratio of the occurrence of these ESTs in the 
respective tissue would arise. This would only be noticed when 
the complete gene is known and thus ESTs can be assigned to the 
same gene. 

It has now been found that this error possibility can be 
reduced if all ESTs from the respective tissue type are assembled 
beforehand, before the expression patterns are compared to one 
another. Overlapping ESTs of the same gene were thus combined 
into longer sequences (see Figure 1, Figure 2a and Figure 3). 
This lengthening and thus coverage of an essentially larger gene 
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region in each of the respective bases are intended to largely 
avoid the above-described error. Since there were no existing 
software products for this purpose, programs for assembling 
genomic sections were employed, which were used modified and to 
which our own programs were added, A flow chart of the assembly 
procedure is shown in Figures 2bl-2b4. 

Nucleic acid sequences Seq. ID Nos* 1-123 and 258-273, which 
play a role as candidate genes in ovarian cancer, have now been 
found. 

Nucleic acid sequences Seq. ID Nos, 1-10, 12, 13, 15, 16, 
18-36, 38-57, and 258-273 are of special interest. 

The invention thus relates to nucleic acid sequences that 
code a gene product or a part thereof, comprising 

a) a nucleic acid sequence selected from the group of 
nucleic acid sequences Seq. ID Nos. 1-10, 12, 13, 15, 
16, 18-36, 38-57, and 258-273, 

b) an allelic variation of the nucleic acid sequences 
named under a) 

or 

c) a nucleic acid sequence that is complementary to the 
nucleic acid sequences named under a) or b) . 

In addition, the invention relates to a nucleic acid 
sequence according to one of the sequences Seq. ID Nos. 1-10, 12, 
13, 15, 16, 18-36, 38-57, and 258-273 or a complementary or 
allelic variant thereof and the nucleic acid sequences thereof, 
which have 90% to 95% homology to a human nucleic acid sequence. 
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The invention also relates to nucleic acid sequences Seq. ID 
Nos. 1-123 and 258-273, which are expressed elevated in ovarian 
tumor tissue. 

The invention also relates to nucleic acid sequences Seq. ID 
Nos. 27, 32, 42, 46, 67, 76, 78, 80, 85, 88, 90, 108, and 112, 
which are expressed elevated in breast tumor tissue. 

The invention further relates to nucleic acid sequences 
comprising a portion of the above-mentioned nucleic acid 
sequences in such a sufficient amount that they hybridize with 
sequences Seq. ID Nos. 1-10, 12, 13, 15, 16, 18-36, 38-57, and 
258-273. 

The nucleic acid sequences according to the invention 
generally have a length of at least 50 to 4500 bp, preferably a 
length of at least 150 to 4000 bp, especially a length of 450 to 
3500 bp. 

With the partial sequences Seq. ID Nos. 1-10, 12, 13, 15, 
16, 18-36, 38-57, and 258-273 according to the invention, 
expression cassettes can also be built using current process 
practice, whereby on the cassette at least one of the nucleic 
acid sequences according to the invention is combined with at 
least one control or regulatory sequence generally known to one 
skilled in the art, such as, e.g., a suitable promoter. The 
sequences according to the invention can be inserted in a sense 
or antisense orientation. 

A large number of expression cassettes or vectors and 
promoters which can be used are known in the literature. 

Expression cassettes or vectors are defined as: 
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1. bacterial, such as, e.g., phagescript, pBs, 0X174, pBluescript 
SK, pBs KS, pNHSa, pNH16a, pNHlSa, pNH46a (Stratagene) , pTrc99A, 
PKK223-3, pKK233-3, pDR540, pRIT5 (Pharmacia), 2. eukaryotic, 
such as, e.g., pWLneo, pSV2cat, pOG44, pXTl, pSG (Stratagene), 
pSVK3, pBPV, pMSG, pSVL (Pharmacia). 

A control or regulatory sequence is defined as suitable 
promoters. Here, two preferred vectors are the pKK2 32-8 and the 
PCM7 vector. In particular, the following promoters are 
intended: lad, lacZ, T3 , T7 , gpt, lambda P^, trc, CMV, HSV 
thymidine-kinase, SV4 0, LTRs from retrovirus and mouse 
metallothionein-I . 

The DNA sequences located on the expression cassette can 
code a fusion protein which comprises a known protein and a 
bioactive polypeptide fragment. 

The expression cassettes are likewise the subject matter of 
this invention. 

The nucleic acid fragments according to the invention can be 
used to produce full-length genes. The genes that can be 
obtained are likewise the subject matter of this invention. 

The invention also relates to the use of the nucleic acid 
sequences according to the invention and the gene fragments that 
can be obtained from use. 

The nucleic acid sequences according to the invention can be 
moved with suitable vectors into host cells, in which as the 
heterologous part, the genetic information which is contained on 
the nucleic acid fragments and which is expressed is located. 
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The host cells containing the nucleic acid fragments are 
likewise the subject matter of this invention. 

Suitable host cells are, e.g., prokaryotic cell systems such 
as E. coli or eukaryotic cell systems such as animal or human 

cells or yeasts. 

The nucleic acid sequences according to the invention can be 

used in the sense or antisense form. 

Production of polypeptides or their fragments is done by 
cultivation of the host cells according to current cultivation 
methods and subsequent isolation and purification of the peptides 
or fragments, likewise using current methods. The invention . 
further relates to nucleic acid sequences, which code at least a 
partial sequence of a bioactive polypeptide. 

This invention further relates to polypeptide partial 
sequences, so-called ORF (open-reading-frame) -peptides according 
to the sequence protocols Seq. ID Nos. 124-257 and 274-307. 

The invention further relates to the polypeptide sequences 
that have at least 80% homology, especially 90% homology to the 
polypeptide partial sequences of Seq. ID Nos. 124-257 and 274-307 
according to the invention. 

The invention also relates to antibodies that are directed 
against a polypeptide or a fragment thereof and that are coded by 
the nucleic acids of sequences Seq. ID Nos. 1-123 and 258-273. 

Antibodies are defined especially as monoclonal antibodies. 

The antibodies according to the invention can be identified 
by, i.a., a phage display process. These antibodies are also the 
subject matter of the invention. 
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The polypeptide partial sequences according to the invention 
can be used in a phage display process. The polypeptides that 
are identified with this process and that bind to the polypeptide 
partial sequences according to the invention are also the subject 
matter of the invention. 

The nucleic acid sequences according to the invention can 
also be used in a phage display process. 

The invention also relates to phage-display phages, which 
are directed against a polypeptide or a fragment and which are 
coded by the nucleic acids of sequences Seq. ID Nos, 1-123 and 
258-273 according to the invention. 

The polypeptides of sequences Seq. ID Nos. 124-257 and 274- 
305 according to the invention can also be used as tools for 
finding active ingredients against ovarian cancer, which is 
likewise the subject matter of this invention. 

Likewise the subject matter of this invention is the use of 
nucleic acid sequences according to sequences Seq. ID Nos. 1-123 
and 258-273 for expression of polypeptides, which can be used as 
tools for finding active ingredients against ovarian cancer. 

The invention also relates to the use of the found 
polypeptide partial sequences Seq. ID Nos. 124-257 and 274-305 as 
pharmaceutical agents in the gene therapy for treatment of 
ovarian cancer or for the production of a pharmaceutical agent 
for treatment of ovarian cancer. 

The invention also relates to pharmaceutical agents that 
contain at least one polypeptide partial sequence Seq. ID Nos. 
124-257 and 274-305. 
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The nucleic acid sequences found according to the invention 
can also be genomic or mRNA sequences. 

The invention also relates to genomic genes, their exon and 
intron structures and their splice variants that can be obtained 
from cDNAs of sequences Seq. ID Nos. 1-123 and 258-273, and their 
use together with suitable regulatory elements, such as suitable 
promoters and/or enhancers. 

With the nucleic acids according to the invention (cDNA 
sequences), genomic BAG, PAC and Cosmid libraries are screened 
and specifically human clones are isolated via complementary base 
pairing (hybridization) . The BAG, PAC and Gosmid clones isolated 
in this way are hybridized using f luorescence-in-situ 
hybridization on metaphase chromosomes and the corresponding 
chromosome sections on which the corresponding genomic genes lie 
are identified. BAG, PAG and Gosmid clones are sequenced in 
order to clarify the corresponding genomic genes in their 
complete structure (promoters, enhancers, silencers, exons and 
introns) • BAG, PAG and Gosmid clones can be used as independent 
molecules for gene transfer (see Figure 5) • 

The invention also relates to BAG, PAG and Gosmid clones 
containing functional genes and their chromosomal localization 
according to sequences Seq. ID Nos. 1-123 and 258-273 for use as 
vehicles for gene transfer. 
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Meanings of Technical Terms and Abbreviations 

Nucleic acids= Nucleic acids in this invention are defined as: 

mRNA, partial cDNA, full-length cDNA and genomic 

genes (chromosomes) • 
ORF = Open Reading Frame, a defined sequence of amino 

acids which can be derived from the cDNA sequence. 
Contig = A set of DNA sequences that can be combined as a 

result of very great similarities into one 

sequence (consensus) . 
Singleton = A contig that contains only one sequence. 
Module = Domain of a protein with a defined sequence, which 

represents one structural unit and which occurs in 

various proteins. 
N = selectively the nucleotide A, T, G or C. 

X = selectively one of the 20 naturally occurring 

amino acids. 

Explanation of the Alignment Parameters 

minimal initial match = minimal initial identity area 
maximum pads per read == maximum number of insertions 
maximum percent mismatch = maximum deviation in % 



Explanation of Figures 

Figure 1 shows the systematic gene search in the 

Incyte LifeSeq database 
Figure 2a shows the principle of EST assembling 

Figures 2bl-2b4 show the entire principle of EST assembling 



10 



Figure 3 shows the in-silico subtraction of gene 

expression in various tissues 

Figure 4a shows the determination of tissue-specific 

expression via electronic Northern 

Figure 4b shows the electronic Northern 

Figure 5 shows the isolation of genomic BAG and PAC 

clones . 
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The following examples explain the production of the nucleic 
acid sequences according to the invention without limiting the 
invention to these examples and nucleic acid sequences. 

Example 1 

Search for tumor-related candidate genes 

First, all ESTs of the corresponding tissue from the LifeSeq 
database (from October 1997) were extracted. They were then 
assembled by means of the GAP4 program of the Staden package with 
the parameters 0% mismatch, 8 pads per read and a minimal match 
of 20. The sequences (fails) not recorded in the GAP4 database 
were assembled first at 1% mismatch and then again at 2% mismatch 
with the database. Consensus sequences were computed from the 
contigs of the database that consisted of more than one sequence. 
The singletons of the database, which consisted of only one 
sequence, were re-assembled at 2% mismatch with the sequences not 
recorded in the GAP4 database. In turn, the consensus sequences 
were determined for the contigs. All other ESTs were re- 
assembled at 4% mismatch. The consensus sequences were extracted 
once again and finally assembled with the previous consensus 
sequences and the singletons and the sequences not recorded in 
the database at 4% mismatch. The consensus sequences were formed 
and used with the singletons and fails as the initial basis for 
tissue comparisons. This procedure ensured that among the 
parameters used, all sequences represented gene regions 
independent of one another. 
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Figures 2bl-2b4 illustrate the lengthening of the ovarian 
tumor tissue ESTs, 

The sequences of the respective tissue assembled in this way 
were then compared to one another by means of the same program 
(Figure 3) . To do this, first all sequences of the first tissue 
were input into the database. (It was therefore important that 
they were independent of one another) • 

Then, all sequences of the second tissue were compared to 
all those of the first. The result was sequences that were 
specific to the first or the second tissue as well as those which 
occurred in both. In the latter, the ratio of the frequency of 
occurrence in the respective tissue was evaluated. All programs 
pertaining to the evaluation of the assembled sequences were 
themselves developed. 

All sequences that occurred more than four times in 
respectively one of the compared tissues and all that occurred at 
least five times as often in one of the two tissues were further 
studied. These sequences were subjected to an electronic 
Northern (see Example 2.1), by which the distribution in all 
tumor and normal tissues was studied (see Figure 4a and Figure 
4b) • The relevant candidates were then lengthened using all 
Incyte ESTs and all ESTs of public databases (see Example 3). 
Then, the sequences and their translation into possible proteins 
were compared to all nucleotide and protein databases and were 
studied for possible regions that code for proteins. 
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Example 2 

Algorithm for identification and lengthening of partial cDNA 
sequences with altered expression pattern 

An algorithm for finding overexpressed or underexpressed 
genes will be explained below. The individual steps are also 
summarized in a flow chart for the sake of clarity (see Figure 
4b) • 

2.1. Electronic Northern Blot 

By means of a standard program for homology search, e.g., 
BLAST (Altschul, S. F.; Gish, W. ; Miller, W. ; Myers, E. W. and 
Lipman, D. J. (1990) J, Mol. Biol. 215, 403-410), BLAST2 
(Altschul, S. F.; Madden, T. L. ; Schaffer, A. A.; Zhang, J. ; 
Zhang, Z.; Miller, W. , and Lipman, D. J. (1997) Nucleic Acids 
Research 25 3389-3402) or FASTA (Pearson, W. R. and Lipman, D. J. 
(1988) Proc. Natl. Acad. Sci. USA 85 2444-2448), the homologous 
sequences in various EST libraries (private or public) arranged 
by tissues are determined for a partial DNA sequence S, e.g., an 
individual EST or a contig of ESTs. The (relative or absolute) 
tissue-specific occurrence frequencies of this partial sequence S 
which were determined in this way are called electronic Northern 
Blots . 
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2.1.1 

Analogously to the procedure described under 2.1, the 
sequence Seq. ID No. 68 was found which occurs 6.08 x more 
heavily in normal ovarian tissue than in tumor tissue. 

The result is as follows: 
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Electronic Northern for SEQ. ID NO.: 



68 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



A 

U . 


U ^ 7 3 


0.017 9 


1 . 0896 0 . 9178 


0. 


0141 


0.0244 


0.5758 1.7366 


0. 


0184 


0.0165 


1.1122 0.8991 


0. 


0030 


0.0182 


0 . 1645 6 . 0803 


0. 


0136 


0.0226 


0 . 6038 1 . 6562 


0. 


0211 


0.0185 


1 . 1390 0 .8780 


0. 


0126 


0.0082 


1 . 5299 0 . 6536 


0. 


0080 ' 


0.0000 


undef 0 . 0000 


0 


0110 


0.0847 


0 . 1300 7 . 6946 


0 


0095 


0.0065 


1 . 4706 0 . 6800 


0 


.0233 


0.0000 


undef 0.0000 


0 


.0058 


0.0000 


undef 0.0000 


0 


.0062 


0.0143 


0.4355 2.2964 


0 


.0000 


0.0X53 


0. 0000 undef 


0 


.0000 


0.0060 


0 . 0000 undef 


0 


.0054 


0.0068 


0.7930 1.2610 


0 


.0066 


0.0055 


1.1966 0.8357 


0 


.0030 


0.0000 


undef 0.0000 


0 


0153 


0.0043 


3.5827 0,2791 


0 


0068 


0.0000 


undef 0 , 0000 


0 


0076 


0.0136 


0.5611 1.7821 


0 


0153 


0.0000 


undef 0.0000 


0 


0384 






0 


.0149 






0 


.0000 






0 


.0235 






0 


.0147 






0 


.0426 







FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0139 
0.0028 
0.0000 
0.0039 
O.OOOO 
0.0000 
0.0178 
0.0108 
0.0254 
0.0062 
0.0121 
0.0249 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0000 
0.0000 
0.0047 
0.0244 
0,0057 
0.0259 
0.0000 
0.0000 
0.0040 
0.0479 
0.0000 
0.0083 
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2.1.2 

Analogously to the procedure described under 2.1, the 
sequence Seq. ID No. 86 was found which occurs 7.82 x more 
heavily in normal ovarian tissue than in tumor tissue. 

The result is as follows: 
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Electronic Northern for SEQ. ID NO, 



86 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometr ium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


0117 


0 


.0128 


0. 9153 1.0926 


0 


0090 


0 


. 0169 


0.5293 1.8893 


0 


0092 


0 


. 0331 


0.2781 3.5964 


0 


0030 


0 


0234 


0, 1279 7,8175 


0 


0204 


0 


0426 


0. 4795 2.0856 


0 


0211 


0 


0185 


1 - 1390 0.8780 


0 


0274 


0 


0195 


1 . 4020 0.7133 


0 


0107 


0 


1136 


0- 0941 10. 6267 


0 


0184 


0 


0000 


undef 0 . 0000 


0 


0048 


0 


0194 


0.2451 4.0800 


0 


0307 


0 


0137 


2.2358 0.4473 


0 


0115 


0 


0819 


0. 1406 7.1142 


0 


0104 


0 


0286 


0.3629 2.7557 


0 


0290 


0 


0153 


1 . 8908 0.5289 


0 


0188 


0 


0300 


0.6282 1.5918 


0 


0163 


0 


0342 


0.4758 2.1016 


0 


0132 


0 


0110 


1. 1966 0.8357 


0 


0150 


0 


0000 


undef 0 . 0000 


0 


0174 


0 


0234 


0.7445 1.3433 


0 


0270 


0 


5277 


0.0512 19.5264 


0 


0229 


0 


0408 


0.5611 1.7821 


0 


0000 


0 


0000 


undef undef 


0. 


0160 








0 


0297 








0 


0000 








0. 


0353 








0, 


0095 








0 


0106 









Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0. 0696 

0. 0167 

0.0626 

0.0079 

0.0000 

0.0000 

0.0285 

0.0072 

0 .0000 

0 .0062 

0.0303 

0.0997 

0.0126 



STANDARD I Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0000 
0.0245 
0.0000 



0000 
0000 
0097 
0000 
0000 
0010 
0000 
0155 
0000 



18 



2.1.3 

Analogously to the procedure described under 2.1, the 
sequence Seq. ID No. 114 was found which occurs 6.94 x more 
heavily in normal ovarian tissue than in tumor tissue. 

The result is as follows: 



Electronic Northern for SEQ. ID NO.: 114 

NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 

Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 
Skin 
Hepatic 
Heart 
Testicles 
Lung 

Stomach-esophagus 
Muscle-skeleton 
Kidney 
Pancreas 
Penis 
Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


.0117 


0 


.0026 


4 . 5763 0 . 2185 


0 


.0026 


0 


.0075 


0. 3403 2 9389 


0 


.0000 


0 


.0000 


undef undef 


0 


.0030 


0 


.0208 


0.1439 6.94 89 


0 


.0085 


0 


.0025 


3 . 3962 0.294 4 


0 


. 0057 


0 


.0000 


undef 0 . 0000 


0 


. 0000 


0 


0000 




0 


. 0000 


0 


0000 


undef undef 


0 


. 0000 


0 


0000 


undef undef 


0 


. 0000 


0 


0000 


undef undef 


0 


0000 


0 


0000 


undef undef 


0 


0058 


0 . 


0000 


unaer u . uuuu 


0 


0083 


0 . 


0102 


u . 0 y i , ^ ju^ 


0 


0193 


0. 


0000 


undef 0.0000 


0 


0000 


0. 


0000 


undef undef 


0. 


0136 


0. 


0000 


undef 0.0000 


0. 


0033 


0. 


0000 


undef 0.0000 


0. 


0060 


0. 


0000 


undef 0.0000 


0. 


0065 


0. 


0064 


1.0236 0. 9769 


0. 


0000 


0. 


0000 


undef undef 


0, 


0305 


0. 


0000 


undef 0.0000 


0. 


0000 


0. 


0000 


undef undef 


0. 


0032 








0. 


0089 








0. 


0445 








0, 


0000 








0. 


0000 








0. 


0213 









Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0000 
0000 
0000 
0000 
0000 
0000 
0000 
0000 
0000 
0062 



0. 0000 
0 . 0000 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0136 
0000 
1418 
0000 
0047 
0244 
0000 
0000 
0154 
0000 
0000 
0137 
0000 
0000 
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In an analogous procedure, the following Northerns were also 
found: 

Electronic Northern for SEQ. ID NO. : 1 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


. 0078 


0 


0077 


1.0170 0 


9833 


0 


. 0179 


0 


0075 


2.3818 0 


4198 


0 


. 0092 


0 


0000 


undef 0 


0000 


0 


. 0120 


0. 


0364 


0.3289 3 


0402 


0 


0119 


0, 


0100 


1.18B7 0 


9413 


0 


0134 


0. 


0139 


0.9664 1 


0348 


0 


0059 


0. 


0103 


0.57 60 1 


7362 


0 


0080 


0. 


0000 


undef 0 


0000 


0 


0110 


0. 


0000 


undef 0 


0000 


0 


0095 


0. 


0129 


0.7353 1 


3600 


0 


0148 


0. 


0000 


undef 0 


0000 


0 


0000 


0. 


0351 


0 . 0000 undef 


0 


0052 


0. 


0164 


0.3175 3 


1494 


0 


0097 


0. 


0000 


undef 0. 


0000 


0 


0120 


0. 


0120 


0.9994 1. 


0006 


0 


0109 


0. 


0068 


1.5861 0. 


6305 


0 


0017 


0. 


0110 


0.1496 6. 


6857 


0, 


0180 


0. 


0000 


undef 0. 


0000 


0. 


0065 


0. 


0106 


0.6142 1. 


6282 


0. 


0203 


0. 


0000 


undef 0. 


0000 


0. 


0076 


0. 


0068 


1.1223 0. 


8911 


0. 


0204 


0. 


0000 


undef 0. 


0000 


0. 


0160 










0. 


0089 










0. 


0000 










0. 


0118 










0. 


0061 










0. 


0000 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0. 0000 
0.0083 
0.0125 
0. 0157 
0. OOOO 
0. 0000 



0142 
0145 
0254 
0000 
0061 
0000 
0000 



STANDARD I Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0136 
0.0000 
0. 0000 
0. 0245 
0. 0070 
0.0122 
0.0057 
0. 0032 
0.0154 
0.0164 
0. 0141 
0. 0205 
0. OCOO 
0. 0083 



Electronic Northern for SEQ. ID NO.: 2 

NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic . 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0. 0000 
0. 0026 
.0000 
. 0000 
. 0017 
. 0000 
.0015 
. 0040 
. 0000 
. 0000 
.0032 
. 0058 
.0031 
.0000 
.0000 
. 0000 
.0000 
.0000 
. 0022 
C. 0000 
0.0000 
0. 0000 
0 . 0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 



0. 

0, 

0. 

0. 

0. 

0. 

0. 

0. 

0. 

0. 

0. 

0. 

0. 

0. 

0. 

0. 

0. 



0 


. 0000 


undef 


undef 


0 


. 0000 


undef 


0. 0000 


0 


. 0000 


undef 


undef 


0 


. 0182 


0 . 0000 undef 


0 


. 0000 


undef 


0. 0000 


0 


. 0000 


undef 


undef 


Q 


.0010 


1 . 4399 


0. 6945 


0 


.0000 


undef 


0.0000 


0 


0000 


undef 


undef 


0 


0000 


undef 


undef 


0 


0000 


undef 


0.0000 


0. 


0117 


0.4920 2.0326 


0. 


0000 


undef 


0.0000 


0. 


0000 


undef 


undef 


0. 


0060 


0 . 0000 undef 


0. 


0000 


undef 


undef 


0. 


0000 


undef 


undef 


0. 


0000 


undef 


undef 


0. 


0000 


undef 


0.0000 


0. 


0000 


undef 


undef 


0. 


0000 


undef 


undef 


0. 


0000 


undef 


undef 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0, 0139 
0. 0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0. 0000 
0-0000 
0. 0000 
0. 0000 
0.0000 



STANDARD I Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 

o.oooo 

0.0000 
0. 0000 
0.0035 
0.0000 
0.0171 
0.0194 
0.0000 
0.0082 
0.0020 
0.0137 
0.0000 
0.0000 
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Electronic Northern for SEQ- ID NO. : 3 

NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -my ometr ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


0117 


0 


0026 


4.5763 0.2195 


0 


0064 


0 


0019 


3.4026 0.2939 


0 


0092 


0 


OOOO 


undef 


0.0000 


0 


oooo' 


0 


0130 


0 . 0000 undef 


0 


0034 


0 


0075 


0.4528 2.2083 


0 


0000 


0 


0093 


0.0000 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0027 


0 


0000 


undef 


0.0000 


0 


0037 


0 


0000 


undef 


0.0000 


0 


0000 


. 0 


0000 


undef 


undef 


0 


0085 


0 


0000 


undef 


0. 0000 


0 


0000 


0 


0000 


undef 


undef 


0 


0010 


0 


0000 


undef 


0. 0000 


0 


0193 


0 


0000 


undef 


0.0000 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0017 


0 


0000 


undef 


O.OOOO 


0 


0060 


0 


0000 


undef 


0,0000 


0 


0044 


0 


0000 


undef 


0.0000 


0 


0135 


0 


0000 


undef 


0.0000 


0 


0000 


0 


0068 


0 . 0000 undef 


0 


0051 


0 


1908 


0.0267 


37 . 4714 


0 


0096 










0 


0000 










0 


0178 










0 


0000 










0 


0000 










0 


0106 











FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0000 
0071 
0000 
0000 
0062 
0061 
0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



0.0000 



Breast 

Ovary^n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus_n 



0.0000 
0.0000 
0.0000 
0.0245 
0.0064 
0.0000 
0.0000 
0.0065 
.0077 
.0164 
.0000 
.0000 
.0000 
.0000 
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Electronic Northern for SEQ- ID NO. : 4 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



Q 


.0000 


n 


A A 0 c 


0, 0000 undef 


0 


.0051 


Q 


. uuuu 


undef 


0.0000 


0 


. 0000 


A 
U 




undef 


undef 


Q 


. 0000 






0. 0000 undef 


Q 


0034 


A 

u 


A A *T C 


0. 4528 2.2083 


n 

V 




r\ 

u 


0093 


0.2071 


4.8289 


u 


• U ^ £ 


u 


A A T 

UU2I 


1.0799 0.9260 


\j 




A 

u 


A "5 T Q 


0.0353 28.3379 


Q 


0000 


u 


A A A A 


undef 


undef 


Q 




A 
\J 


A A C ^ 


0. 0000 undef 


Q 


u U ^ J 


A 
U 


A A A A 


undef 


0.0000 


0 


0000 


0 


0000 


undef 


undef 


0 


0104 


0 


0041 


2.5402 0.3937 


0 


0000 


0 


0000 


undef 


undef 


0 


0017 


0 


0000 


undef 


0.0000 


0 


0027 


0 


0000 


undef 


0.0000 


0 


0083 


0, 


0000 


undef 


0.0000 


0 


0030 


0. 


0000 


undef 


0.0000 


0 


0022 


0. 


0000 


undef 


0.0000 


0. 


0000 


0. 


0000 


undef 


undef 


0, 


0000 


0. 


0000 


undef 


undef 


0. 


0051 


0. 


0000 


undef 


0,0000 


0. 


0128 










0. 


0000 










0. 


0089 










0. 


0000 










0. 


0035 










0. 


0106 











FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0278 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0142 
0.0036 
0.0000 
0.0062 
0.0000 
0.0000 
0.0251 



STANDARDIZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary„n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0000 
0.0000 
0.0093 
0.0000 
0.0114 
0.0065 
0000 
0000 
0060 
0000 
0000 
0208 
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Electronic Northern for SEQ* ID NO.: 5 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


. 0000 


Q 


. 0000 


undef 


undef 


0 


. 0000 


Q 


. 0000 


unde f 


undef 


0 


. 0000 


Q 




undef 


undef 


0 


. 0000 






A f\n f\ n 

0 . uooc 


undef 


0 


. 0000 


A 


A A A A 


undef 


undef 


A 

u 


. uuuu 


0 


. 0000 


undef 


undef 


u 


A A A A 


0 


. 0000 


undef 


undef 


0 


A A An 


0 


0000 


undef 


undef 


A 
V 


A AAA 


u 


0000 


undef 


undef 


Q 


0000 


u 


0000 


undef 


undef 


0 


0000 


A 

u 


A A A A 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0, 


0000 


undef 


undef 


0, 


0000 


0 


0000 


undef 


undef 


0, 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0000 








0. 


0000 










0, 


0000 










0. 


0000 










0. 


0000 










0. 


0000 











FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0. 0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
.0000 
.0000 
.0000 
.0000 
.0000 
0.0000 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary„n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus_n 



0000 
0000 
0000 
0000 
0012 
0000 
0000 
0000 
0000 
0000 
0000 
0000 
0000 
0000 
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Electronic Northern for SEQ. ID NO* : 6 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


. 0039 


0 


.0128 


0.3051 3 


.2777 


0 


. 0141 


0 


.0075 


1 .8715 0 


. 5343 


0 


.0123 


0 


.0165 


0.7415 1 


.3487 


0 


. 0120 


0 


.0390 


0. 3070 3 


.2573 


0 


. 0290 


0 


0376 


0.7698 1 


.2990 


0 


. 0211 


0 


0324 


0.6508 1 


5365 


0 


.0126 


0 


0144 


0.8742 1 


1439 


0 


0174 


0 


0000 


undef 0 


0000 


0 


0184 


0 


0000 


undef 0 


0000 


0 


0048 


0 


0194 


0.2451 4 


0800 


0 


0106 


0 


0000 


undef 0 


0000 


0 


0173 


0 


0000 


undef 0, 


0000 


0 


0216 


0 


0204 


1.0669 0. 


9373 


0 


0193 


0 


0153 


1.2605 0, 


7933 


0 


0137 


0, 


0000 


undef 0. 


0000 


0 


0190 


0. 


0205 


0. 9252 1. 


0808 


0 


0099 


0. 


0110 


0.8974 1. 


1143 


0 


0150 


0. 


0000 


undef 0. 


0000 


0 


0109 


0. 


0106 


1.0236 0. 


9769 


0. 


0068 


0. 


0000 


undef 0, 


0000 


0, 


0152 


0. 


0408 


0.3741 2. 


6732 


0. 


0306 


0. 


0000 


unde f 0 . 


0000 


0. 


0192 










0. 


0208 










0. 


0089 










0. 


0000 










0. 


0217 










0. 


0319 











FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0. 0557 
0. 0167 
0. 0063 
0. 0079 
0.0000 
0. 0000 
0.0213 
0.0181 
0.0254 
0.0185 
0.0121 
0. 0000 
0,0251 



STANDARD I Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus_n 



0. 0476 
0. 3190 
0.0101 
0.0000 
0.0151 
0.0000 
0.0057 
0.0000 
0.0309 
0.0082 
0.0010 
0. 0000 
0.0310 
0.0458 
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Electronic Northern for SEQ. ID NO.: 7 



NORMAL TUMOR Rat i o s 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


0000 


0 


. 0077 


0 . 0000 undef 


0 


0026 


0 


0113 


0.2268 4.4083 


0 


0031 


0 


0331 


0.0927 10.7893 


0 


0000 


0 


0182 


0 . 0000 undef 


0 


0051 


0 


0050 


1 . 0189 0. 9815 


0 


0057 


0 


0139 


0.4142 2.4145 


0 


0030 


0 


0010 


2.8798 0.3472 


0 


0027 


0 


0000 


undef 0.0000 


0 


0000 


0 


0000 


undef undef 


0 


0000 


0 


0065 


0 . 0000 undef 


0 


0000 


0 


0000 


undef undef 


0 


0000 


0 


0000 


undef undef 


0 


0062 


0 


0123 


0.5080 1.9684 


0 


0000 


0 


0000 


undef undef 


0 


0000 


0 


0000 


undef undef 


0 


0163 


0 


0205 


0.7930 1.2610 


0 


0017 


0 


0055 


0.2991 3.3428 


0 


0030 


0 


0000 


undef 0 . 0000 


0 


0000 


0 


0021 


0. 0000 undef 


0 


0000 


0 


0000 


undef undef 


0 


0000 


0 


0000 


undef undef 


0 


0000 


0 


0000 


undef undef 


0 


0064 . 








0 


0030 








0 


0000 








0 


0000 








0 


0000 








0 


0106 









Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0072 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 



STANDARD I ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hema t opo i et i c 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus_n 



0.0000 
0.0000 
0.0000 
.0000 
.0052 
.0000 
.0000 
.0000 
.0000 
.0000 
.0120 
0.0205 
0.0077 
0.0042 



0. 
0. 
0. 
0, 
0. 
0. 
0. 
0. 
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Electronic Northern for SEQ. ID NO. : 8 

NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesxcle 
Sensory organs 
White blood cells 
Cervix 



0 


0000 


0. 


0000 


undef undef 


0 


0064 


0. 


0038 


1.7013 0.5878 


0 


0031 


0. 


0000 


undef 0 . 0000 


0 


0000 


0. 


0156 


0 . 0000 undef 


0 


0068 


0 


0125 


0.5434 1.8403 


0 


0000 


0, 


0046 


0 . 0000 undef 


0 


0037 


0 


0000 


undef 0.0000 


0 


0027 


0 


0000 


undef 0 . 0000 


0 


0000 


0 


0000 


undef undef 


0 


0000 


0 


0065 


0 . 0000 undef 


0 


0042 


0 


0137 


0.3084 3.2426 


0 


0058 


0 


0000 


undef 0 . 0000 


0 


0031 


0 


0000 


undef 0.0000 


0 


0000 


0 


0000 


undef undef 


0 


0000 


0 


0060 


0 . 0000 undef 


0 


0054 


0 


0068 


0.7930 1.2610 


0 


0050 


0 


0000 


undef 0 . 0000 


0 


0120 


0 


0000 


undef 0,0000 


0 


0022 


0 


0000 


undef 0 . 0000 


0 


0000 


0 


0000 


undef undef 


0 


0000 


0 


.0068 


0 . 0000 undef 


0 


0000 


0 


.0000 


undef undef 


0 


0000 








0 


.0089 








0 


. 0000 








0 


0118 








0 


.0026 








0 


. 0000 









FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0000 
0000 
0000 
0000 
0000 
0000 
0000 
0000 
0000 
0062 
0061 
0000 
0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus^n 



0000 
0000 
0000 
0000 
0111 
0122 
0000 
0130 
0000 
0000 
0020 
0068 
0000 



0.0333 
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Electronic Northern for SEQ. ID NO-: 9 

NORMAL TUMOR Ratios 

% frequency % frequency N/T 

Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hemat opo ie t i c 
Skin 
Hepatic 
Heart 
Testicles 
Lung 

Stomach-esophagus 
Muscle-skeleton 
Kidney 
Pancreas 
Penis 
Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



T/N 



0 


0000 


0. 


0000 


undef undef 


0 


0038 


0. 


0019 


2.0416 0.4398 


0 


0061 


0. 


0000 


undef 0,0000 


0 


0000 


0 


0208 


0. 0000 undef 


0 


0034 


0 


0201 


0.1698 5.8889 


0 


0057 


0 


0000 


undef 0.0000 


0 


0081 


0 


0072 


1.1314 0.8839 


0 


0000 


0 


0000 


undef undef 


0 


0037 


0 


0000 


undef 0.0000 


0 


0000 


0 


0000 


undef undef 


0 


0021 


0 


0000 


undef 0,0000 


0 


0058 


0 


0000 


undef 0 . 0000 


0 


0010 


0 


0020 


0. 5080 1 . 9684 


0 


0000 


0 


0000 


undef undef 


0 


0051 


0 


0000 


undef 0 . 0000 


0 


0054 


0 


0000 


undef 0 . 0000 


0 


0017 


0 


0000 


undef 0 . 0000 


0 


0030 


0 


0000 


undef 0 . 0000 


0 


0065 


0 


0043 


1.5354 0.6513 


0 


0068 


0 


1583 


0.0427 23.4317 


0 


0152 


0 


0000 


undef 0 . 0000 


0 


0051 


0 


.0000 


undef 0 . 0000 


0 


0096 








0 


0149 








0 


0000 








0 


0000 








0 


0000 








0 


0000 









FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0000 
0.0029 
0.0000 
0.0039 
0.0000 
0.0000 
0036 
0O36 
0000 
0062 
0000 
0000 



0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hemat opo i e t ic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus_n 



0000 
0000 
0000 
0000 
0093 
0000 
0057 
0032 
0.0309 
0.0000 
0.0100 
0.0000 
0.0077 
0.0250 



3? 



Electronic Northern for SEQ. ID NO. : 10 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hema t opo ie t i c 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus -endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



u 


. uuuu 


0 


. 0000 


undef 


undef 


U 


A A 1 "3 

. J U 1 J 


0 


0019 


0 . 6805 


1 . 4 694 


U 


A A T 1 


0 


0000 


undef 


0 . 0000 


U 


A A A A ** 


u 


0182 


0 . 0000 


undef 


U 


A A A A 


u 


0000 


undef 


undef 


U 


A A A A 


0 


0000 


undef 


undef 


0 


. 0000 


0 


0000 


undef 


undef 


0 


0013 


0 


0000 


undef 


0 , 0000 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


unde f 


0 


0011 


0 


0000 


undef 


0 . 0000 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0, 


0000 


undef 


undef 


0 


0000 


0, 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0, 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0, 


0000 


undef 


undef 


0 


0051 


0. 


0000 


undef 


0. 0000 


0 


0000 










0 


0000 










0 


0000 










0 


0000 










0 


0009 










0 


0000 











FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0000 
0.0000 
.0125 
.0000 
.0000 
.0000 
.0000 
0. 0000 
0. 0000 
0.0000 
0. 0000 
0.0000 
0.0000 



0. 
0. 
0. 
0. 

0, 



STAND ARDI Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs . 

Uterus n 



0.0000 
0.0000 
0.0000 
.0000 
.0023 
.0000 
.0000 
.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 



0. 
0. 
0. 
0. 
0. 



Electronic Northern for SEQ, ID NO.: 12 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


.0156 


0 


0026 


6.1018 0. 1639 


c 


.0102 


0 


0038 


2.7221 0.3674 


c 


. 0061 


0 


0000 


undef 0.0000 


0 


.0000 


0 


0208 


0 . 0000 undef 


0 


. 0170 


0 


0201 


0.8491 1.1778 


0 


. 0057 


0 


0000 


undef 0.0000 


0 


0126 


0. 


0072 


1.7485 0.5719 


0 


0080 


0. 


0000 


undef 0.0000 


0 


0220 


0. 


0000 


undef 0.0000 


0 


0048 


0. 


0065 


0 .7353 1 .3600 


0 


0053 


0. 


0000 


undef 0.0000 


0 


0173 


0. 


0000 


undef 0,0000 


0 


0093 


0. 


0061 


1.5241 0.6561 


0 


0000 


0. 


0153 


0 . 0000 undef 


0 


0137 


0. 


0180 


0.7615 1.3133 


0 


0054 


0. 


0479 


0. 1133 8 . 8258 


0 


0083 


0. 


0055 


1.4957 0,6686 


0 


0150 


0. 


0000 


undef 0 , 0000 


0, 


0087 


0. 


0021 


4.0945 0.2442 


0 


0068 


0. 


0000 


undef 0.0000 


0. 


0381 


0. 


0068 


5.6113 0.1782 


0. 


0000 


0. 


0000 


undef undef 


0. 


0064 








0. 


0119 








0. 


0089 








0. 


0000 








0. 


0095 








0. 


0000 









Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0.0139 
0. 0083 
0.0063 
0.0118 
0.0000 
0.0000 
0.0107 
0.0072 
0.0000 
0.0247 
0.0182 
0.0249 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hema t opo i et ic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



.0000 
.0000 
.0000 
.0000 
.0082 
.0000 
.0057 
0.0259 
0.0154 
0.0082 
0.0040 
0.0205 
0.0000 
0.0042 
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Electronic Northern for SEQ. ID NO.: 13 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Sma 1 1 int es t ine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -my ometr ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0. 


0000 


0. 


0000 


undef 


undef 


0. 


0026 


0. 


0019 


1.3611 


0.7347 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0156 


0 . 0000 undef 


0. 


0000 


0. 


0000 


undef 


undef 


0 . 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0011 


0 


0000 


undef 


0.0000 


0. 


0000 


0 


0000 


undef 


undef 


0 


0010 


0 


0020 


0.5080 


1 . 9684 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


.0000 


undef 


undef 


0 


0000 


0 


.0000 


undef 


undef 


0 


0000 


0 


.0055 


0. 0000 undef 


0 


.0030 


0 


. 0000 


undef 


0.0000 


0 


.0044 


0 


.0021 


2.04"73 


0.4885 


0 


.0000 


0 


.0000 


undef 


undef 


0 


.0000 


0 


.0000 


undef 


undef 


0 


.0000 


0 


.0000 


undef 


undef 


0 


.0000 










0 


.0000 










0 


.0000 










0 


.0235 










0 


.0000 










0 


.0000 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0 . 0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0 .0000 
0.0000 
0.0000 



STANDARDI Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0068 
0.0000 
0.0000 
0.0000 
0.0012 
0.0000 
0.0000 
0. 0000 
0.0077 
0.0000 
0.0020 
0.0000 

o.oooo 

0.0042 
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Electronic Northern for SEQ- ID NO.: 15 

NORMAL TUMOR 

% frequency % frequency 



Ratios 
N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hema t opo i e t i c 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus -endometr ium 
Uterus -my ometr ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesxcle 
Sensory organs 
White blood cells 
Cervix 



0. 


0039 


0. 


0026 


1 . 5254 0 . 6555 


0. 


0051 


0. 


0000 


undef 0 . 0000 


0. 


0000 


0 . 


0000 


undef undef 


0. 


0000 


0 . 


0156 


0 . 0000 undef 


0. 


0034 


0. 


0025 


1 . 3585 0.7361 


0. 


0019 


0. 


0000 


undef 0.0000 


0 . 


0013 


0 . 


0010 


i.4jyy u-by^j 


0 . 


0000 


0 . 


0000 


undef undef 


0 . 


0073 


0 . 


0000 


unoer vj . uuuu 


0 . 


0095 


0 . 


0000 


unaet u.uuuu 


0 


0032 


0 


0000 


unoer u . v/vjuu 


0 


0000 


0 


0000 


unae i unae 


0 


0021 


0 


0020 


I.UIOI U.jOH^ 


0 


0000 


0 


0000 


undef undef 


0 


0086 


0 


0120 


0.7139 1.4008 


0 


0000 


0 


.0000 


undef undef 


0 


0017 


0 


.0000 


undef 0 . 0000 


0 


0030 


0 


.0000 


undef 0 . 0000 


0 


.0097 


0 


.0064 


1.3648 0.7327 


0 


.0000 


0 


.0000 


undef undef 


0 


.0000 


0 


.0000 


unde f unde f 


0 


.0000 


0 


.0000 


undef undef 


0 


.0000 








0 


.0059 








0 


.0000 








0 


.0000 








0 


.0035 








0 


. 0000 









FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0000 
0056 
0000 
0079 
0000 
0000 
0000 
0072 
0000 
0000 
0061 
0000 
0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary^n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus_n 



0000 
0000. 
0000 
0000 
0017 
0000 
0057 
0032 
0000 
0000 
0010 
0137 
0000 
0000 
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Electronic Northern for SEQ. ID NO.: 16 

NORMAL TUMOR 

% frequency % frequency 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -my ometr ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0.0117 


0.0179 


0.0307 


0.0226 


0.0215 


0.0000 


0.0090 


0.0338 


0.0034 


0.0050 


0.0192 


0.018S 


0.0074 


0 . 0133 


0.0067 


0 . 0000 


0.0257 


0 . 0000 


0.0048 


0 . 0065 


0. 0148 


0 . 0137 


0. 0115 


0 . 0000 


0.0353 


0.0164 


C.0387 


0. 0077 


0.0154 


0.0120 


0.0163 


0.0274 


0.0198 


0. 0166 


0. 0090 


0.0267 


0.0196 


0.0064 


0.0338 


0.0000 


0.0229 


0. 0000 


0.0000 


0.0000 


0.0384 




0.0089 




0.0178 




0.0353 




0.0182 




0.0426 





Ratios 
N/T 



T/N 



0.6538 
1.3611 
undef 
0.2657 
0.6792 
1.0354 
0.5538 
undef 
undef 
0.7353 
1.0794 
undef 
2. 1591 
5.0421 
1.2850 
0. 5948 
1.1966 
0,3369 
3.0709 
undef 
undef 
undef 



1.5296 
0.7347 
0.0000 
3,7640 
1.4722 
0.9658 
1.8057 
0.0000 
O.OOOO 
1.3600 
0.9265 
0.0000 
0.4631 
0.1983 
0.7782 
1.6813 
0.8357 
2.9678 
0.3256 
0.0000 
0.0000 
undef 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0. 0139 
0.0056 
0. 0063 
0.0039 
0. 0000 
O.OOOO 
0. 0249 
0.0181 
0.0000 
0.0000 
0.0061 
0. 0499 
0.0126 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hemat opo iet ic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0136 
1595 
0051 
0000 
0041 
0244 
0114 
0.0130 
0.0077 
0.0164 
0.0110 
0.0274 
0.0000 
0.0458 
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Electronic Northern for SEQ, ID NO, : 18 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hema t opo i e t i c 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus -endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0. 


0039 


0. 


0000 


undef 0.0000 


0. 


0013 


0. 


0000 


undef 0.0000 


0. 


0031 


0. 


0165 


0.1854 5.3946 


0. 


0030 


0. 


0234 


0.1279 7.8175 


0. 


0000 


0. 


0125 


0 . 0000 undef 


0. 


0000 


0. 


0046 


0 . 0000 undef 


0. 


0044 


0. 


0021 


2.1599 0.4630 


0. 


0027 


0, 


0000 


undef 0.0000 


0. 


0110 


0. 


0000 


undef 0.0000 


0 


0048 


0 


0065 


0.7353 1 . 3600 


0. 


0042 


0 


0000 


undef 0.0000 


0 


0000 


0 


0117 


0 . 0000 undef 


0 


0104 


0 


0041 


2.5402 0.3937 


0 


0000 


0 


0000 


undef undef 


0 


0000 


0 


0060 


0 . 0000 undef 


0 


0000 


0 


0000 


undef undef 


0 


0083 


0 


.0000 


undef 0.0000 


0 


0060 


0 


.0000 


undef 0.0000 


0 


0022 


0 


.0021 


1.0236 0.9769 


0 


.0000 


0 


.0000 


undef undef 


0 


.0000 


0 


.0000 


undef undef 


0 


.0000 


0 


.0000 


undef undef 


0 


.0096 








0 


.0000 








0 


.0000 








0 


.0118 








0 


.0017 








0 


.0319 









Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0.0000 
0,0028 
0.0000 
0.0039 
0,0000 
0.0000 
0. 0036 
0, 0000 
0.0000 
0.0062 
0. 0000 
0.0000 
0.0251 



STANDARDI Z ED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0. 0000 
0. 0000 
0.0203 
0.0000 
0.0128 
0.0000 
-0000 
.0259 
, 0077 
. 0164 
.0100 
0.0000 
0. 0000 
0.0333 
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Electronic Northern for SEQ. ID NO.: 19 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hema t opo i e t i c 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 . 


0000 


0 


0000 


undef 


undef 


0 . 


0000 


0. 


0019 


0,0000 undef 


0 . 


0000 


0 


0000 


undef 


undef 


0 . 


0000 


0 


0130 


0 . 0000 undef 


0 . 


0000 


0 


0050 


0 . 0000 undef 


0 . 


0038 


0 


0000 


undef 


0.0000 


0 . 


0007 


0 


0000 


undef 


0.0000 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000' 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0020 


0 , OOOO undef 


0 


0000 


0 


0077 


0 . 0000 undef 


0 


0051 


0 


0000 


undef 


0.0000 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


.0000 


undef 


undef 


0 


0022 


0 


.0000 


undef 


0.0000 


0 


0000 


0 


.0000 


undef 


undef 


0 


0000 


0 


.0000 


undef 


undef 


0 


0000 


0 


.0000 


undef 


undef 


0 


0000 










0 


.0000 










0 


.0000 










0 


.0000 










0 


.0000 










0 


.0000 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0071 
0. 0000 
0.0000 
0.0062 
0.0000 
0. 0000 
0.0000 



STANDARDI ZED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary„t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 

0.0000 

0.0051 

0.0245 

0.0029 

0.0000 

0.0000 

0.0065 

0,0077 

0.0000 

0.0020 

0.0000 

0.0000 

0.0042 



Electronic Northern for SEQ. ID NO. : 20 



NORMAL TUMOR Ra t i OS 

% frequency % frec[uency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0.0039 


0 


.0000 


undef 0 . 0000 


0 


.0013 


0 


.0019 


0. 6805 1 . 4694 


0 


.0061 


0 


.0000 


undef 0.0000 


0 


.0000 


0 


. 0208 


0 . 0000 undef 


0 


.0051 


0 


.0000 


undef 0.0000 


0 


. 0038 


0 


.0000 


undef 0.0000 


0 


. 0030 


0 


. 0021 




0 


. 0053 


0 


. 0000 




0 


. 0037 


0 


0000 




0 


. 0000 


0 


0000 




0 


. 0032 


0 


0137 


0 2313 4 


0 


0000 


0 


0000 


undef undef 


0 


0073 


0, 


0020 


3.5562 0.2812 


0 


0000 


0. 


0000 


undef undef 


0 


0000 


0. 


0000 


undef undef 


0 


0000 


0. 


0000 


undef undef 


0 


0050 


0. 


0000 


undef 0.0000 


0 


0000 


0. 


0000 


undef undef 


0 


0044 


0. 


0021 


2.0473 0.4885 


0. 


0068 


0. 


0000 


undef 0.0000 


0. 


0076 


0. 


0000 


undef 0.0000 


0. 


0000 


0. 


0000 ' 


undef undef 


0. 


0032 






0. 


0030 








0. 


0000 








0. 


0000 








0. 


0061 








0. 


0000 









Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0.0000 

0.0000 

0.0063 

0.0039 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 



STANDARDIZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary__n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



.0000 
. 0000 
.0000 
.0000 
.0029 
.0000 
.0171 
.0000 
.0000 
.0000 
0. 0000 
0.0068 
0.0000 
0.0000 



Electronic Northern for SEQ. ID NO. : 21 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hemat opo iet ic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesxcle 
Sensory organs 
White blood cells 
Cervix 



0. 


0000 


0 . 


0000 


undef 


undef 


0. 


0000 


0 . 


0000 


undef 


undef 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0130 


0 . 0000 undef 


0. 


0000 


0 . 


0000 


undef 


undef 


0. 


0000 


0 . 


0000 


undef 


undef 


0. 


0015 


0 . 


0000 


undef 


U . UUUU 


0 . 


0000 


0 . 


0000 


unde f 


unde f 


0 . 


0000 


0 . 


0000 


undef 


undef 


0 . 


0000 


0 


0000 


undef 


undef 


0 . 


0000 


0 


oouu 


undef 


undef 


0 


0000 


u 


uuuu 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


.0000 


undef 


undef 


0 


0000 


0 


.0000 


unde f 


undef 


0 


0017 


0 


.0000 


undef 


0.0000 


0 


0000 


0 


.0000 


undef 


undef 


0 


.0000 


0 


.0000 


undef 


undef 


0 


, 0000 


0 


.0000 


undef 


undef 


0 


.0000 


0 


.0000 


undef 


undef 


0 


. 0000 


0 


.0000 


undef 


undef 


0 


. 0000 










0 


.0000 










0 


. 0000 










0 


.0000 










0 


.0000 










0 


.0000 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0.0000 
0 . 0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0,0000 
0.0000 
0. 0000 
0.0000 
0 .0000 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary„n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hemat opo iet ic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0020 
0.0000 
0.0155 
0.0000 



Electronic Northern for SEQ. ID NO.: 22 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 . 


0000 


0. 


0026 


0 . 0000 undef 


0 . 


GOOD 


0. 


0000 


ande f 


unde f 


0 , 


0000 


0. 


0165 


0 . 0000 undef 


0 . 


0000 


0. 


0156 


0.0000 undef 


0 . 


0000 


0 . 


0000 


undef 


undef 


0 . 


0000 


0. 


0000 


undef 


undef 


0. 


0007 


0. 


0000 


undef 


0.0000 


0. 


0000 


0. 


0000 


undef 


undef 


0 . 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0, 


0000 


undef 


undef 


0. 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


.0000 


undef 


undef 


0 


0000 


0 


.0068 


0. 0000 undef 


0 


0000 


0 


.0000 


undef 


undef 


0 


.0000 


0 


.0000 


undef 


undef 


0 


.0000 


0 


.0000 


undef 


undef 


0 


.0000 


0 


.0000 


undef 


undef 


0 


.0000 


0 


.0000 


undef 


undef 


0 


.0000 


0 


.0000 


undef 


undef 


0 


.0000 










0 


.0000 










0 


.0000 










0 


.0000 










0 


.0000 










0 


.0000 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0. 0000 
0.0000 
0.0000 
0.0000 
0.0000 

o.oboo 

0.0000 



STANDARDIZED/SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0. 
0. 
0. 
0. 
0. 
0. 



.0000 
.0000 
.0000 
.0000 
.0000 
.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0. 0000 
0.0000 
0,0000 



39 



Electronic Northern for SEQ- ID NO- : 23 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopo iet ic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0. 


0000 


0. 


0051 


0 . 0000 undef 


0. 


0051 


0. 


0019 


2.7221 0.3674 


0. 


0031 


0. 


0331 


0.0927 10.7893 


0. 


0000 


0. 


0182 


0 . 0000 undef 


0. 


0034 


0. 


0100 


0,3396 2.9444 


0. 


0096 


0. 


0093 


1.0354 0.9658 


0. 


0059 


0. 


0021 


2.8798 0. 3472 


0. 


0000 


0. 


0379 


0.0000 undef 


0, 


0037 


0. 


0000 


undef 0.0000 


0. 


0000 


0 


0129 


0 . 0000 undef 


0. 


0011 


0 


0000 


undef 0 . 0000 


0. 


0000 


0 


0000 


undef undef 


0 


0042 


0 


0061 


0. 6774 1 . 4763 


0 


0000 


0 


0000 


undef undef 


0 


0017 


0 


0000 


undef 0 . 0000 


0 


0027 


0 


.0137 


0.1983 5.0439 


0 


0099 


0 


.0055 


1.7949 0.5571 


0 


0030 


0 


.0000 


undef 0.0000 


0 


0000 


0 


.0021 


0 . 0000 undef 


0 


.0000 


0 


.0000 


undef undef 


0 


.0076 


0 


.0000 


undef 0 . 0000 


0 


.0000 


0 


.0000 


undef undef 


0 


.0064 








0 


.0059 








0 


. 0000 








0 


.0000 








0 


.0017 








0 


.0000 









FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0139 
0.0000 
0.0000 
0. 0000 
0.0000 
0.0000 
0.0000 
0. 0000 

o.oooo 

0.0062 
0. 0000 
0.0249 
0.0000 



STANDARDIZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

0vary_n 

0vary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



.0000 
.0000 
.0000 
.0000 
.0000 
.0000 
0.0000 
0. 0000 
0.0000 
0.0000 
0.0000 
0.0068 
0.0000 
0.0000 



40 



Electronic Northern for SEQ. ID NO.: 24 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Heiaatopo iet ic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyiperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


0195 


0. 


0077 


2 . 5424 


0.3933 


0 


0064 


0. 


0075 


0.8507 


1 . 1756 


0 


0061 


0. 


0000 


undef 


0. 0000 


0 


0000 


0. 


0130 


0.0000 


undef 


0 


0153 


0. 


0226 


0. 6792 


1. 4722 


0 


0077 


0. 


0093 


0.8283 


1.2072 


0 


0081 


0. 


0092 


0. 8800 


1. 1364 


0 


0067 


0. 


0379 


0. 1764 


5. 6676 


0 


0110 


0. 


0000 


undef 


0.0000 


0 


0048 


0. 


0194 


0.2451 


4.0800 


0 


0106 


0. 


0000 


undef 


0.0000 


0 


0000 


0. 


0000 


undef 


undef 


0 


0083 


0. 


0102 


0. 8129 


1 .2302 


0 


0000 


0. 


0153 


0.0000 


undef 


0 


0103 


0. 


0180 


0.5711 


1.7510 


0 


0081 


0. 


0068 


1. 1896 


0. 8406 


0 


0033 


0. 


0000 


undef 


0.0000 


0 


0329 


0. 


0000 


undef 


0.0000 


0 


0153 


0. 


0064 


2. 3885 


0. 4187 


0 


0135 


0. 


1055 


0. 1280 


7.8106 


0 


0305 


0. 


0136 


2.2445 


0.4455 


0 


0051 


0. 


0000 


undef 


0.0000 


0 


0064 










0 


0059 










0 


0000 










0 


0118 










0 


0069 










0 


0106 











FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0139 
0.0056 
0.0000 
0.0157 
0.0000 
0.0000 
0.0036 
0.0000 
0.0000 
0.0000 
0.0121 
0.0249 
0.0000 



STANDARDIZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary^t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterusn 



0.0136 
0.0000 
0.0203 
0.0245 
0.0099 
0.0122 
0.0171 
0.0097 
0.0000 
0.0246 
0.0060 
0.0205 
0.0387 
0.0250 



Electronic Northern for SEQ. ID NO. : 25 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


0039 


0 


0204 


0. 1907 


5 


.24 44 


0 


0141 


0 


0263 


0.5347 


1 


. 8702 


0 


0061 


0 


0000 


undef 


0 


.0000 


0 


0090 


0 


0312 


0.2878 


3 


474 5 


0 


0136 


0, 


0150 


0. 9057 


1 


1042 


0 


0192 


0 


0185 


1.0354 


0 


9658 


0 


0222 


0 


0113 


1.9635 


0 


. 5093 


0 


0094 


0 


0000 


undef 


0 


.0000 


0 


0110 


0 


0000 


undef 


0 


. 0000 


0 


0048 


0 


0129 


0.3676 


2 


. 7200 


0 


0148 


0 


0000 


undef 


0 


.0000 


0 


0000 


0 


0234 


0.0000 


undef 


0 


0135 


0 


0123 


1.1007 


0 


. 9085 


0 


0097 


0 


0153 


0. 6303 


1 


. 5866 


0 


0188 


0 


0300 


0. 6282 


1 


.5918 


0 


0163 


0 


0205 


0.7930 


1 


.2610 


0 


0083 


0 


0221 


0. 3739 


2 


. 6743 


0 


0090 


0 


0267 


0. 3369 


2 


. 9678 


0 


0109 


0 


0043 


2.5591 


0 


. 3908 


0 


0068 


0 


0000 


undef 


0 


.0000 


0 


0076 


0 


0204 


0.3741 


2 


. 6732 


0 


0102 


0 


.0954 


0, 1067 


9 


.3678 


0 


0032 












0 


0119 












0 


0089 












0 


0235 












0 


0087 












0 


0000 













FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0. 0000 
0.0111 
.0000 
.0039 
.0000 
.0260 
.0107 
.0072 
. 0000 
.0124 
. 0000 
0. 0000 
0.0000 



0. 
0. 
0. 
0. 
0. 
0. 
0. 
0. 
0. 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs , 

Uterus n 



0.0000 
0. 1595 
0.0203 
0.0000 
0.0058 
0.0488 
0.0114 
0.0032 
0. 0154 
0.0164 
0.0060 
0.0068 
0.0000 
0.0083 



Electronic Northern for SEQ. ID NO. : 26 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyjperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


0234 


0 


0204 


1.144 1 


0. 


8741 


0 


0192 


0 


0470 


0 . 4083 


2. 


4 491 


0 


0184 


0 


0000 


undef 


0. 


0000 


0 


0090 


0 


0546 


0.1645 


6. 


0803 


0 


0204 


0 


0075 


2 .7170 


0. 


3681 


0 


0268 


0 


0416 


0 . 6443 


1. 


5522 


0 


0037 


0 


0154 


0 . 2400 


4 . 


1669 


0 


0147 


0 


0000 


undef 


0. 


0000 


0 


0073 


0 


0000 


undef 


0. 


0000 


0 


0476 


0 


0259 


1 . 8382 


0. 


5440 


0 


0095 


0 


0412 


0 . 2313 


4 . 


3235 


0 


0000 


0 


0000 




undef 


0 


0166 


0 


0184 


0. 9032 


1. 


1072 


0 


0387 


0 


0460 


0.8404 


1. 


1900 


0 


0069 


0 


0300 


0.2284 


4 . 


3775 


0 


0543 


0 


0411 


1, 3217 


0. 


7566 


0 


0363 


0 


0110 


3.2906 


0. 


3039 


0 


0060 


0 


0267 


0.2246 


4. 


4517 


0 


0218 


0 


0128 


1 .7060 


0. 


5862 


0 


0338 


0 


0000 


undef 


0. 


0000 


0 


0000 


0 


0136 


0.0000 


undef 


0 


0051 


0 


0954 


0.0534 


18 


.7357 


0 


0352 












0 


0535 












0 


0000 












0 


0235 












0 


0078 












0 


0106 













Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0.0000 
0.0083 
0.0000 
0.0039 
0.0000 
0.0000 
0.0000 
0,0000 
0.0000 
0.0062 
0.0121 
0.0249 
0. 0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0204 
0.0000 
0.0101 
0.0000 
0.0017 
0,0244 
0.0000 
0.0000 
0.0000 
0000 
0040 
0137 
0000 
0083 



# # 



Electronic Northern for SEQ. ID NO. : 27 

NORMAL TUMOR 

% frequency % frequency 



Ratios 
N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hema t opo i e t i c 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus -endometrium 
Uterus -my ome t r ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0. 


0000 


0. 


0026 


0 . 0000 undef 


0 


0013 


0. 


0038 


0. 3403 


2. 9389 


0. 


0000 


0. 


0000 


undef 


undef 


0 


0000 


0 


0130 


0 . 0000 undef 


0 


0034 


0 


0000 


undef 


0 .0000 


0. 


0038 


0 


0000 


undef 


0.0000 


0 


0074 


0 


0051 


1. 4399 


0.6945 


0 


002-7 


0 


0379 


0.0706 


14 . 1689 


0 


0037 


0 


0000 


undef 


0.0000 


0 


0000 


0 


0000 


undef 


undef 


0 


0032 


0 


0000 


undef 


0.0000 


0 


0059 


0 


0000 


undef 


0.0000 


0 


0021 


0 


0000 


undef 


0.0000 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0054 


0 


0068 


0.7930 


1 .2610 


0 


0000 


0 


0000 


undef 


undef 


0 


00 90 


0 


0000 


undef 


0.0000 


0 


0022 


0 


0128 


• 0. 1706 5.8615 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0068 


0 . 0000 undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 










0 


0000 










0 


0089 










0 


0235 










0 


.0017 










0 


.0000 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0.0000 

0.0028 

0.0063 

0.0000 

0.0000 

0.0000 

0.0036 

0.0036 

0.0000 

0.0124 

0.0000 

0.0000 

0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0000 
0.0000 
0.0041 
.0122 
.0114 
.0000 
.0000 
.0000 
.0030 
.0137 
.0000 
.0000 



0. 
0. 
0. 
0. 
0. 
0. 
0. 
0. 
0. 



# • 



Electronic Northern for SEQ. ID NO. : 28 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesxcle 
Sensory organs 
White blood cells 
Cervix 



0 


.0000 


0 


.0026 


0 . 0000 undef 


0 


. 0090 


0 


.0038 


2.3818 0.4198 


0 


.0031 


0 


.0000 


undef 0.0000 


0 


. 0000 


0 


.0156 


0 . 0000 undef 


0 


.0119 


0 


.0100 


1. 1887 0.8413 


0 


.0038 


0 


0000 


undef 0.0000 


0 


0015 


0 


.0031 


0. 4800 2 . 0835 


0 


0027 


0 


0000 


undef 0.0000 


0 


0037 


0 


0000 


undef 0.0000 


0 


0000 


0 


0000 


undef undef 


0 


0011 


0 


0000 


undef 0.0000 


0 


0000 


0 


0000 


undef undef 


0 


0010 


0 


0041 


0.2540 3. 9367 


0 


0000 


0 


0000 


undef undef 


0 


0034 


0, 


0000 


undef 0.0000 


0 


0000 


0. 


0000 


undef undef 


0 


0017 


0. 


0000 


undef 0.0000 


0 


0000 


0. 


0000 


undef undef 


0 


0109 


0. 


0043 


2.5591 0.3908 


0 


0068 


0. 


0528 


0. 1280 7. 8106 


0 


0000 


0. 


0136 


0.0000 undef 


0. 


0000 


0. 


0000 


undef undef 


0. 


0000 








0. 


0059 








0. 


0000 








0, 


0000 








0. 


0000 








0. 


0213 









FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0000 
0028 
0000 
0039 
0000 
0000 
0000 
0.0217 
0.0000 
0.0124 
0.0121 
0.0000 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0136 
0.0000 
0.0101 
0. 0000 
0.0076 
0.0000 
0.0000 
0.0032 
0.0000 
0.0000 
0.0030 
0.0137 
0.0000 
0.0000 



Electronic Northern for SEQ. ID NO. : 29 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-genera 1 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


-0000 


0 


. 0000 


undef 


undef 


0 


. 0000 


0 


, 0019 


0. 0000 undef 


0 


. 0000 


0 


. 0000 


undef 


undef 


0 


. 0000 


0. 


. 0130 


0.0000 undef 


0 


. 0000 


0 


. 0000 


unde f 


undef 


0 


. 0000 


0 


. 0000 


undef 


undef 


0 


. 0000 


0 


0000 


undef 


undef 


Q 


. 0000 


n 
(J 


0000 


undef 


undef 


0 


. 0000 


u 


A n 


undef 


undef 


0 


0000 


u 


n n A n 


undef 


undef 


0 


0000 


u . 


n A A A 


undef 


undef 


0 


0000 


n 


A A A A 


undef 


undef 


0 


0010 




A A 9 A 

uuz u 


0.5080 


1.9684 


0 


0000 


0. 


0000 


undef 


undef 


0 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0000 


undef 


undef 


0, 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0021 


0.0000 undef 


0, 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0051 


0. 


0000 


undef 


0.0000 


0. 


0000 








0. 


0000 










0. 


0000 










0, 


0000 










0, 


0009 










0. 


0000 











FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0000 
0000 
0000 
0000 
0000 
0000 
0000 
0000 
.0000 
, 0062 
, 0000 
.0000 
.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0. 0000 
0.0000 

0. ooco 
o.ooco 

0. 0023 
0.0000 
OOGO 
0032 
0000 
0000 
0020 
0000 
0000 



0.0000 
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Electronic Northern for SEQ. ID NO. : 3 0 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesxcle 
Sensory organs 
White blood cells 
Cervix 



0078 
0038 
0123 
0030 
0017 
0556 
0000 
0013 
0000 
0000 
0000 
0000 
0062 
0097 
0000 
0000 
0000 
0000 
0065 
0.0000 
0.0000 
0.0000 
0.0192 
0.0357 
0.0890 
0.0000 
0.0000 



0026 
0113 
0000 
0702 
0000 
0278 
0010 
0000 
0000 
0.0323 
0.0000 
0.0000 
0.0082 
0.0077 
0.0000 
0.0000 
0.0110 
0.0000 
0.0255 
0.0000 
0.0000 
0.0000 



3.0509 

0. 3403 

undef 

0.0426 

undef 

2.0018 

0. 0000 

undef 

undef 

0. OOOO 

undef 

undef 

0.7621 

1.2605 

undef 

undef 

0.0000 

undef 

0.2559 

undef 

undef 

undef 



0.3278 

2.9389 

0.0000 

23.4526 

0.0000 

0.4995 

undef 

0.0000 

undef 

undef 

undef 

undef 

1. 3122 

0.7933 

undef 

undef 

undef 

undef 

3.9077 

undef 

undef 

undef 



0.0213 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0 . 0000 

0.0167 

0 . 0000 

0 .0000 

0 .0000 

0.0000 

0.0000 

0.0036 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 



STANDARDI Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0000 
0000 
0152 
0000 
0017 
0122 
0000 
0000 
0077 
0082 
0000 
0137 
0000 
0000 



Electronic Northern for SEQ. ID NO. : 31 

NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hema t opo i e t i c 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0.0039 
0.0000 
0.0000 
0. 0000 
0.0000 
0.0000 
0. 0000 
0,0000 
0.0037 
0.0000 
0.0032 
0.0000 
0.0021 
0. 0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0. 0000 
0.0000 
0.0000 
0.0000 
0.0000 
0. 0000 
0.0000 
0. 0000 



0 , 


0026 


1.5254 


0 . 6555 


0 . 


001 9 


r\ 

0 . 0000 


undef 


0 . 


0000 


undef 


undef 


0 . 


0130 


0 . 0000 


undef 


0 . 


0000 


undef 


undef 


0 . 


004 6 


n f\ f\ n 

0 . 0000 


undef 


0 . 


0010 


0 , 0000 


undef 


0. 


0000 


undef 


undef 


0. 


0000 


undef 


0.0000 


0, 


0000 


undef 


undef 


0. 


0000 


undef 


0.0000 


0. 


0000 


undef 


undef 


0. 


0123 


0.1693 


5.9051 


0. 


0000 


undef 


undef 


0. 


0000 


undef 


undef 


0. 


0000 


undef 


undef 


0. 


0000 


undef 


undef 


0, 


0000 


undef 


undef 


0, 


0000 


undef 


undef 


0 


0000 


undef 


undef 


0 


0000 


undef 


undef 


0 


0000 


undef 


undef 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0. 0000 
0.0000 
0. 0000 
0. 0000 
0.0000 
0. 0000 
0. 0000 
0.0000 
0.0000 
0. 0000 
0.0061 
0. 0000 
0. 0000 



STANDARDI ZED/ SUBTRACTED 
LIBRARIES 
% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0. 0000 
0. 0000 
0. 0000 
0.0000 
0.0000 
0.0000 
.0000 
.0000 
. 0000 
.0000 
.0000 
.0000 
.0000 
.0000 



0. 
0, 
0. 
0. 
0. 
0. 
0. 
0. 



Electronic Northern for SEQ. ID NO.: 32 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus -end ometr ium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


0000 


0 


0000 


undef 


undef 


0 


0038 


0. 


0075 


0.5104 


1.9593 


0 


0031 


0- 


0000 


undef 


0.0000 


0 


0000 


0, 


0X56 


0. 0000 undef 


0 


0000 


0. 


0000 


undef 


undef 


0 


0077 


0. 


0000 


undef 


0.0000 


0 


0000 


0, 


0000 


undef 


undef 


0 


0000 


0. 


0000 


undef 


undef 


0 


0000 


0. 


0000 


undef 


undef 


0 


0000 


0, 


0000 


undef 


undef 


0 


0000 


0. 


0000 


undef 


undef 


0 


0000 


0. 


0000 


undef 


undef 


0 


0010 


0. 


0000 


undef 


0.0000 


0 


0000 


0, 


0153 


0 . 0000 undef 


0 


0000 


0. 


0000 


undef 


undef 


0 


0000 


0. 


0000 


undef 


undef 


0 


0000 


0. 


0000 


undef 


undef 


0 


0000 


0, 


0000 


undef 


undef 


0 


0022 


0. 


0000 


undef 


0.0000 


0 


0000 


0. 


0000 


undef 


undef 


0 


0000 


0. 


0000 


undef 


undef 


0 


0000 


0. 


0000 


undef 


undef 


0 


0000 










0 


0000 










0 


0000 










0 


0118 










0 


0000 










0 


0000 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0.0000 
0. 0028 
0.0000 
0.0000 
0.0000 
0. 0000 
0. 0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 



STANDARDI Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0. 
0. 
0. 
0. 
0. 
0. 



.0000 
.0000 
. 0000 
.0000 
.0012 
.0000 
0. 0000 
0. 0000 
0.0000 
0. 0000 
0.0000 
0.0000 
0.0000 
0.0042 
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Electronic Northern for SEQ. ID NO. : 3 3 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0. 


0663 


0. 


0741 


0.8942 1. 


1183 


0. 


0640 


0. 


0846 


0.7561 1. 


3225 


0. 


1104 


0. 


0165 


6.6733 0. 


1499 


0. 


0958 


0. 


1951 


0.4912 2. 


0358 


0 


0511 


0, 


0426 


1.1987 0. 


8343 


0. 


1188 


0, 


1527 


0.7781 1. 


2851 


0. 


C584 


0 


0863 


0.6771 1. 


4769 


0. 


1016 


0 


1136 


0.8940 1. 


1186 


0, 


0698 


0 


0000 


undef 0 . 


0000 


0 


0048 


0 


0776 


0.0613 16.3199 


0 


1304 


0 


0000 


undef 0 


0000 


0 


0230 


0 


0819 


0.2811 3 


5571 


0 


1620 


0 


1227 


1.3209 0 


7571 


0 


0580 


0 


1073 


0.5402 1 


8511 


0 


1045 


0 


0480 


2.1773 0 


4593 


0 


0516 


0 


0959 


0.5381 1 


3583 


0 


0529 


0 


1491 


0.3545 2 


8205 


0 


0749 


0 


0800 


0. 9360 1 


0684 


0 


0632 


0 


0426 


1.4843 0 


6737 


0 


0676 


0 


0000 


undef 0 


0000 


0 


1067 


0 


2309 


0.4621 2 


1640 


0 


1528 


0 


.0000 


undef 0 


0000 


0 


0480 










0 


0476 










0 


0534 










0 


.0235 










0 


. 1309 










0 


.0106 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0. 0139 
0.0333 
0.0626 
0. 0590 
0.0000 
0,0260 
0.0391 
0.0650 
0.0000 
0.0432 
0.0424 
0.0249 
0.0126 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0. 0000 
0. 1595 
0.0152 
0.0000 
0.0052 
0. 0244 
0.0000 
0.0097 
0,0000 
0.0573 
0. 0181 
0.0342 
0.0000 
0.0333 
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Electronic Northern for SEQ. ID NO.: 34 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopo iet ic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach— esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus -endometrium 
Uterus -my ometr i um 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0.0000 
0.0038 
0.0061 
0.0030 
0.0068 
.0000 
.0030 
.0000 
.0037 
.0048 
.0011 
.0000 
0.0042 
0.0000 
0.0000 
0.0299 
0.0000 
0.0000 
0.0000 
0. 0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0,0106 



0. 
0. 
0. 
0, 
0. 
0. 
0. 



0.0000 
0.0000 
0.0000 
0.0598 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0117 
0.0000 
0.0000 
0,0000 
0.0000 
0.0000 
0,0000 
0.0000 
0.0000 
0.0000 
0.0000 



undef 

undef 

undef 

0.0501 

undef 

undef 

undef 

undef 

undef 

undef 

undef 

0.0000 

undef 

undef 

undef 

undef 

undef 

undef 

undef 

undef 

undef 

undef 



undef 

0.0000 

0.0000 

19. 9782 

0.0000 

undef 

0.0000 

undef 

0.0000 

0.0000 

0.0000 

undef 

0.0000 

undef 

undef 

0.0000 

undef 

undef 

undef 

undef 

undef 

undef 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0.0000 
0,0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0. 0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



o.oooo 

0.0000 
0.0000 
0.0000 

o.oooo 

0.0000 
.0000 
.0000 
.0000 
.0000 
.0000 
0.0000 
0.0000 
0.0000 



Electronic Northern for SEQ. ID NO. : 3 5 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


0000 


0 . 


0026 


0.0000 


undef 


0 


0000 


0 . 


0038 


0.0000 


undef 


0 


0061 


0. 


0000 


undef 


0.0000 


0 


0030 


0 . 


0234 


0. 1279 


7.8175 


0 


0000 


0. 


0000 


undef 


undef 


0 


0192 


0 . 


0185 


1.0354 


0. 9658 


0 


0015 


0. 


0062 


0.2400 


4. 1669 


0 


0013 


0 . 


0000 


undef 


0.0000 


0 


0000 


0 . 


0000 


undef 


undef 


0 


0000 


0, 


0000 


undef 


undef 


0 


0000 


0. 


0000 


undef 


undef 


0 


0000 


0 . 


0000 


undef 


undef 


0 


0052 


0. 


0061 


0.8467 


1.1810 


0 


0000 


0. 


0000 


undef 


undef 


0 


0000 


0. 


0060 


0.0000 


undef 


0 


0C27 


0. 


0000 


undef 


0.0000 


0 


0000 


0. 


0110 


0.0000 


undef 


0 


0000 


0, 


0000 


undef 


undef 


0 


0000 


0. 


0000 


undef 


undef 


0 


0000 


0. 


0000 


undef 


undef 


0 


0000 


0. 


0000 


undef 


undef 


0 


0000 


0. 


0000 


undef 


undef 


0 


0000 










0 


0030 










0 


0000 










0 


0000 










0 


0000 










0 


0000 











Development 

Gastroxntestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0. 0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 



STANDARDIZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0051 
0.0000 
0.0000 
0.0122 
0.0000 
0. 0000 
.0000 
.0000 
. 0000 
.0068 
.0000 
.0000 
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Electronic Northern for SEQ. ID NO. : 3 6 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Ut er u s -my ome t r ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


. 0039 


0 . 


0000 


undef 0.0000 


0 


. 002 6 


0 . 


0000 


undcf 0.0000 


0 


. 0000 


0 . 


0000 


undef undef 


0 


. 0000 


0 . 


w X J U 


\J . u u u U UAGe I 


0 


. 0000 


0 . 




u . uuuu unaet 


0 


. 0000 


0 . 


U ± J 7 


u . uuuu undet 


Q 




Ct 
\J • 




im^A^ A AAAA 

under u.uouu 


n 


n n 9 7 


A 
u . 


o Ann 


unaet 0 . 0000 


Q 


007 3 


fl 

VJ * 




under 0 . uuOO 


Q 


0000 


0 . 


0000 


undef undef 


0 


0000 


0 . 


U X J / 


A AAAA im^A-P 

u . uuuu unaei 


Q 


0000 


\J m 




A AAAA im^n^ 

u.ouuu under 


0 


0021 


0. 


0020 


1.0161 0.9842 


0 


0000 


0. 


0153 


0 . 0000 undef 


0 


0017 


0. 


0000 


undef 0.0000 


0 


0027 


0. 


0000 


undef 0.0000 


0 


0033 


0. 


0000 


undef 0.0000 


0 


0030 


0. 


0267 


0. 1123 8, 9035 


0 


0000 


0. 


0021 


0 . 0000 undef 


0 


0068 


0. 


0000 


undef 0.0000 


0, 


0000 


0. 


0000 


undef undef 


0. 


0051 


0. 


0000 


undef 0.0000 


0. 


0000 








0. 


0000 








0. 


0000 








0. 


0000 








0. 


0000 








0. 


0000 









Development 

Gastrointestinal 

Brain 

Hema topoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0 . 0000 
0.0028 
0.0000 
0. 0000 
0. 0000 
0. 0000 
0.0000 
0. 0000 
0.0254 
0.0062 
0.0000 
0.0000 
0.0000 



STANDARD I Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary^t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0000 
0,0000 
0.0023 
.0122 
.0057 
.0032 
.0000 
.0000 
.0020 
.0000 
.0000 



0.0000 
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Electronic Northern for SEQ. ID NO.: 38 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0234 


0. 0000 undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 . 


0000 


0 


0000 


undef 


undef 


0 , 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


3189 


0 


0153 


20.7988 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


.0000 


undef 


undef 


0 


0000 










0 


0000 










0 


0000 










0 


.0000 










0 


.0000 










0 


.0000 











0.0481 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0. 0000 
0. 0000 
0. 0000 
0. 0000 
0. 0000 
0. 0000 
0. 0000 
0.0000 
0.0000 
0.0000 
0.0000 
0. 0000 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary^n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hema t opo i e t i c 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0000 
.0000 
.0000 
.0000 
.0000 
.0000 
.0000 
.0000 
.0000 
.0000 
.0000 
.0083 
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Electronic Northern for SEQ. ID NO. : 39 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -my ometr ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0.0039 

0.0026 

0.0000 

0.0000 

0.0051 

0.0019 

0.0030 

0.0027 

0.0000 

0.0000 

0.0053 

0,0058 

0.0021 

0.0097 

0.0051 

0.0054 

0,0033 

0.0090 

0.0022 

0,0000 

0.0000 

0.0051 

0.0000 

0.0059 

0.0089 

0.0000 

0.0043 

0.0000 



0 


- 0000 


Uilucx U . UUUU 


0 


.0000 




0 


. 0000 




0 


. 0286 


\j . uriasi 


0 


.0075 




0 


.0000 


undef 0.0000 


0 


.0072 


0.4114 2.4307 


0 


.0000 


undef 0.0000 


0 


0000 


undef undef 


0 


0000 


undef undef 


0 


0000 


undef 0.0000 


0 


0117 


0.4920 2.0326 


0. 


0041 


0. 5080 1 . 9684 


0. 


0077 


1.2605 0.7933 


0. 


0000 


undef 0.0000 


0. 


0137 


0.3965 2.5219 


0. 


0000 


undef 0 . 0000 


0. 


0000 


undef 0 . 0000 


0. 


0000 


undef 0 . 0000 


0. 


0000 


undef undef 


0. 


0068 


0. 0000 undef 


0. 


0000 


undef 0.0000 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0036 
0.0000 
0.0062 
0.0000 
0.0000 
0.0000 



STANDARDIZED/SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0000 
0.0000 
0.0070 
0.0122 
0.0114 
0.0097 
0.0000 
0.0082 
0.0020 
0.0137 

o.oboo 

0.0291 
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Electronic Northern for SEQ. ID NO. : 40 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



0 


003 9 


0 


0077 


0 . 5085 


1 . 9666 


0 


0051 


0 


0056 


0 . 9074 


1 . 1021 


0 


0000 


0 


0000 


undef 


undef 


0 


0030 


0 


0208 


0. 1439 


6 . 9489 


0 . 


0102 


0 


0025 


4 .0755 


0.2454 


0 . 


0115 


0 


0093 


1 .2425 


0 . 8048 


0 , 


0044 


0 


0062 


0.7200 


1.3890 


0 . 


0053 


0 


0000 


undef 


0 .0000 


0 . 


0037 


0 


0000 


undef 


0 . 0000 


0 , 


0000 


0 


0000 


undef 


undef 


0 . 


0021 


0 


0000 


undef 


0 . 0000 


0 , 


0058 


0 


0000 


undef 


0 . 0000 


0. 


0062 


0 


0061 


1.0161 


0.9842 


0, 


0000 


0 


0000 


undef 


undef 


0. 


0017 


0 


0120 


0.1428 


7.0040 


0. 


0027 


0 


0068 


0.3965 


2.5219 


0. 


0000 


0 


0000 


undef 


undef 


0, 


0030 


0 


0267 


0.1123 


8.9035 


0. 


0065 


0 


0021 


3.0709 


0.3256 


0. 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0. 


0051 


0 


0000 


undef 


0.0000 


0. 


0000 










0. 


0149 










0. 


0000 










0. 


0118 










0. 


0035 










0. 


0000 











FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hema t opo i e t i c 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0139 
0111 
0063 
0039 
0000 
0000 
0071 
0000 
0000 
0247 
0061 
0000 



STANDARD I Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



0. 0126 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopo ie t ic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0000 
0000 
0000 
0000 
0012 
0000 
0000 
0065 
0000 
0164 
0070 
0068 
0000 
0167 
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Electronic Northern for SEQ. ID NO, : 41 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hema t opo i e t i c 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Ut er us -endomet r ium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



U 


u uuu 


u . 


A A A A 

UUUU 


unae z 


unde f 


J 


A n A 


A 

u . 


A A A A 
UUUU 


unde f 


unde f 


n 

\J 


n r> 1 1 
UU J 1 


A 

u . 


A A A A 
UUUU 


undef 


A A A A A 
U . UUUU 


U . 


n A n 


A 

u . 


A O A Q 

U^Uo 


A A A A A 
U t UUUU 


undef 


U 


A A AO 


A 

u , 


A AAA 
UUUU 


unde f 


undef 


U 


A A Q £ 
U U 7 O 


A 

u , 


A AAA 

UUUU 


unoec 


A A A A A 
U . UUUU 


U 


A A Art 
UUUU 


A 

u . 


AAA A 


unaex 


undef 


U 


A A A A 

UUUU 


A 

u . 


AAA A 
UUUU 


unce I 


undef 


U 


A A A A 

UUUU 


A 

u . 


A A A A 
UUUU 


unae I 


undef 


U 


A A A A 
UUUU 


A 

u 


A A A A 
UUUU 


unaex 


undef 


r\ 
V 


A A A A 
UUUU 


A 

u 


A A A A 
UUUU 


undef 


undef 


A 


A AAA 
UUUU 


u 


UUUU 


unde f 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0230 


0.0000 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 










0 


0000 










0 


0000 










0 


0118 










0 


.0000 










0 


.0000 











FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0000 
0000 
0000 
0000 
0000 
0000 

o.oooo 

0.0000 
0.0000 
0.0000 

o.oooo 

0.0000 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0000 
.0000 
.0000 
.0122 
.0000 
.0000 
.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
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Electronic Northern for SEQ. ID NO.: 42 



NORMAL TUMOR Rat ios 

% frecjuency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 
0 
0 
0 
0 
0 
0 
0 
0, 
0, 
0, 
0. 
0. 
0. 
0. 

0. 

0. 

0. 

0. 

0. 

0. 

0. 

0. 

0, 

0. 

0 

0 

0 



0000 
0000 
.0031 
.0000 
.0000 
.0000 
.0037 
.0000 
.0000 
.0000 
.0021 
. 0058 
.0052 
, 0000 
0034 
0000 
0000 
0060 
0022 
0000 
0000 
0000 
0064 
0059 
0000 
0000 
OOOO 
0000 



0.0026 

0. 0019 

0. 0000 

0.0130 

0. 0000 

0. 0000 

0.0010 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0,0068 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 



0. 0000 
0. 0000 
undef 
0. 0000 
undef 
undef 
3.5998 
undef 
undef 
undef 
undef 
undef 
undef 
undef 
undef 
0. 0000 
undef 
undef 
undef 
undef 
undef 
undef 



undef 
undef 
0.0000 
undef 
undef 
undef 
0,2778 
undef 
undef 
undef 
0.0000 
0.0000 
0.0000 
undef 
0.0000 
undef 
undef 
0.0000 
0.0000 
undef 
undef 
undef 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0.0000 
0.0000 
0.0125 
0.0079 
0. 0000 
0.0000 
0. 0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0499 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
.0000 
.0000 
.0023 
.0000 
.0X14 
.0000 
.0000 
.0164 
.0010 
.0000 
.0000 
.0042 



0. 
0. 
0. 
0. 
0. 
0. 
0. 
0. 
0. 
0. 
0. 
0. 
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Electronic Northern for SEQ. ID NO. : 43 



NORMAL TUMOR 

% frequency % frequency 



Ratios 

N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach*esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



u 


Art 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


f\ 
\j 


uuuu 


A 

u 


oooo 


undef 


undef 


C\ 

U 


(\r\f\f\ 

uuuu 


0 


0130 


A A A A A 
0 . UOOO 


undef 


U 


[\r\r\f\ 
UUUU 


u 


0000 


unde f 


undef 


U 


0000 


0 


0000 


unde f 


undef 


U 


UUUU 


u 


0000 


undef 


undef 


0 


n A A A 

UUUU 


u 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


u 


0000 


undef 


undef 


0 


A A A A 
0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


■0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 










0 


0000 










0 


0000 










0 


0235 










0 


0000 










0 


0000 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0000 

o.oooo 

0.0000 
0.0000 
0000 
0000 

oooo 
oooo 
oooo 
oooo 
oooo 
oooo 
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Electronic Northern for SEQ, ID NO. : 44 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lunq 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


.0000 


0 


.0000 


undef 


undef 


0 


.0000 


0 


.0000 


undef 


undef 


0 


.0000 


0 


.0000 


undef 


undef 


0 


.0000 


0 


. 0260 


0 . 0000 undef 


0 


. 0000 


0 


.0000 


undef 


undef 


0 


.0000 


0 


.0000 


unde f 


undef 


0 


.0000 


0 


. 0000 


unde f 


undef 


0 


.0000 


0 


. 0000 


undo f 


undef 


0 


.0000 


0 


.0000 


undef 


undef 


0 


.0000 


0 


.0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0. 


0000 


undef 


undef 


0 


0000 


0. 


0000 


undef 


undef 


0 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0000 










0. 


0000 










0. 


0000 










0. 


0118 










0. 


0000 










0, 


0000 











Development 

Gastroxntestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 



STANDARD I Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary^t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



o.oooo 

0.0000 
0. 0000 
0000 
0000 
0000 
0000 
0000 
0000 
0000 
0000 
0000 
0000 
0000 
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Electronic Northern for SEQ. ID NO. : 4 5 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -my ometr ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



A 


w UU w 


A 
\J t 




A A A An 


unde f 


u . 


ri n Q A 


A 
\J . 


A A Q £ 


1 Q Q *7 Q 


u . o2 y o 






A 
0 . 


A A A A 
OUOO 


undef 


A A A A A 
0 . OUOO 


U 




A 

o . 


A Q A 

0 J y u 


A T 1 C 
U . i. ^ J O 


o . 014 o 


U 


00 J 4 


0 . 


A A t 

OOZb 


1 ^ c o c 

1 . J boo 


0.7 361 


U 


00 1 y 


0 . 


A O "J 1 

02 J X 


A A O "5 Q 
0 . 082 0 


12.072 3 


0 


A n A A 

0000 


A 

0 


A A ^ 1 

OOo 1 


A A A A A 
0 . 0000 


undef 




A A o n 
OOoO 


A 
U 


A A A A 

OUOO 


undef 


A A A A A 
U . UOUO 


n 
U 


A A n 
OUJ / 


A 
0 4 




A A it ^ "3 

U . 04 J J 


O ^ A a "3 Q 

2 J . Oo J y 


r\ 


nn Art 


A 
U 


AAA A 


unde f 


undef 


r\ 
U 


uuuu 


A 
U 


A A A A 
U U U U 


unde f 


unde f 


U 


U UO V 


A 

vJ 


A1 1 1 
O X X / 


A A A A A 


undef 


0 


0021 


0 


0102 


0.2032 


4 . 9209 


0 


0000 


0 


0077 


0.0000 


undef 


0 


0017 


0 


0000 


undef 


0.0000 


0 


0054 


0 


0000 


undef 


0.0000 


0 


0000 


0 


0110 


0.0000 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0065 


0 


0000 


undef 


0.0000 


0 


0135 


0 


.0000 


undef 


0.0000 


0 


0229 


0 


.0068 


3.3668 


0.2970 


0 


0000 


0 


.0000 


undef 


undef 


0 


0096 










0 


.0059 










0 


0089 










0 


0118 










0 


.0000 










0 


.0000 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0000 
0000 
0000 
0079 
0000 
0000 
0000 
0108 
0000 
0.0062 
0.0000 
0.0000 
0. 0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hema t opo i e t i c 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0. 0000 
0. 0000 
0.0101 
0.0000 
0.0012 
0.0000 
0.0057 
0.0000 
0.0000 
0.0491 
0.0010 
0.0066 
0.0000 
0.0125 
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Electronic Northern for SEQ. ID NO. : 46 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hema t opo i et i c 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


.0117 


0 


.0102 


1.1441 0.B741 


0 


. 0090 


0 


.0263 


0,3403 2.9389 


c 


, 0184 


0 


.0000 


undef 0.0000 


c 


.0000 


0 


.0156 


0 . 0000 undef 


0 


.0170 


0 


.0050 


3.3962 0.2944 


0 


.0172 


0 


.0046 


3.7275 0.2683 


0 


.0081 


0 


0216 


0.3771 2. 6517 


0 


.0027 


0 


0000 


undef 0.0000 


0 


.0110 


0 


0000 


undef 0.0000 


0 


. 0048 


0 


0065 


0.7353 1.3600 


0 


.0117 


0 


0000 


undef 0.0000 


0 


.0000 


0 


0000 


undef undef 


0 


0083 


0. 


0020 


4.0643 0.2460 


0 


0000 


0. 


0000 


undef undef 


0 


0120 


0. 


0060 


1.9989 0.5003 


0 


0081 


0. 


0068 


1.1896 0.8406 


0, 


0017 


0. 


0110 


0.1496 6. 6857 


0. 


0060 


0. 


0000 


undef 0.0000 


0. 


0131 


0. 


0021 


6. 1418 0. 1628 


0. 


0135 


0. 


0000 


undef 0 . 0000 


0. 


0229 


0. 


0000 


undef 0 . 0000 


0. 


0102 


0. 


0000 


undef 0 . 0000 


0. 


0064 








0. 


0030 








0. 


0000 








0. 


0000 








0. 


0043 








0. 


0106 









Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0.0139 
0.0028 
0.0063 
0.0000 
0.0000 
0.0000 
0.0036 
0. 0000 
0.0000 
0.0124 
0.0121 
0. 0000 
0.0000 



STANDARDI Z ED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0. 0000 
0.0000 
0.0000 
0,0012 
0.0000 
0.0171 
0.0000 
0000 
0000 
0000 
0137 
0000 
0000 
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Electronic Northern for SEQ. ID NO. : 47 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hema t opo i e t i c 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-genera 1 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


.0117 


0. 


0051 


2.2882 0. 4370 


0 


.0090 


0, 


0019 


4.7637 0.2099 


0 


. 0000 


0. 


0000 


undef undef 


0 


0030 


0. 


0208 


0.1439 6. 9489 


0 


0034 


0. 


0025 


1.3585 0.7361 


0 


0057 


0. 


0000 


undef 0.0000 


0 


0007 


0. 


0021 


0.3600 2. 7779 


0 


0013 


0. 


0000 


undef 0.0000 


0 


0037 


0. 


0000 


undef 0.0000 


0 


0000 


0. 


0065 


p. 0000 undef 


0 


0053 


0. 


0000 


undef 0.0000 


0 


0058 


0. 


0000 


undef 0.0000 


0 


0052 


0. 


0041 


1.2701 0.7873 


0 


0000 


0. 


0077 


0. 0000 undef 


0 


0017 


0. 


0180 


0.0952 10.5060 


0. 


0054 


0. 


0000 


undef 0.0000 


0. 


0083 


0. 


0055 


1.4957 0. 6686 


0. 


0090 


0. 


0000 


undef 0.0000 


0. 


0000 


0. 


0064 


0. 0000 undef 


0, 


0000 


0. 


0000 


undef undef 


0. 


0000 


0. 


0000 


undef undef 


0. 


0000 


0. 


0000 


undef undef 


0. 


0064 








0. 


0059 








0. 


0000 








0. 


0118 








0. 


0017 








0. 


0106 









Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0. 0000 
0. 0028 
0.0000 
0.0039 
0. 0000 
0. 0000 
0.0107 
0.0000 
0.0000 
0. 0000 
0.0000 
0.0000 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary^t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0000 
0000 
0152 
0000 
0000 
0000 
0000 
0032 
0000 
0000 
0020 
0000 
0077 
0000 
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Electronic Northern for SEQ. ID NO, : 48 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


0156 


0 


0026 


6.1018 


0. 


1639 


0 


0179 


0 


0169 


1 . 058 6 


0. 


9446 


0 


0031 


0 


0000 


undef 


0. 


0000 


0 


0060 


0 


0286 


0 , 2093 


4 . 


7774 


0 


0324 


0 


0251 


1 . 2906 


0. 


7749 


0 


0287 


0 


0278 


1 . 0354 


0. 


9658 


0 


0229 


0 


0164 


1.394 9 


0. 


7169 


0 


0107 


0 


0000 


undef 


0. 


0000 


0 


0147 


0 


0000 


undef 


0. 


0000 


0 


0000 


0 


0065 


0 . 0000 


undef 


0 


0350 


0 


0000 


undef 


0. 


0000 


0 


0058 


0 


0117 


0 . 4 920 


2. 


0326 


0 


0239 


0 


0225 


1 . 0623 


0. 


9414 


0 


0097 


0 


0000 


undef 


0. 


0000 


0 


0120 


0 


0060 


1.9989 


0, 


5003 


0 


0190 


0 


0137 


1.3878 


0. 


7206 


0 


0050 


0 


0000 


undef 


0. 


0000 


0 


0210 


0 


0000 


undef 


0. 


0000 


0 


0262 


0 


0085 


3.0709 


0. 


3256 


0 


0068 


0 


0000 


undef 


0. 


0000 


0 


0229 


0 


0068 


3.3668 


0. 


2970 


0 


0051 


0 


0000 


undef 


0, 


0000 


0 


0160 












0 


0089 












0 


0356 












0 


0000 












0 


0208 












0 


0000 













FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



.0000 
.0167 
.0188 
.0079 
.0000 
.0000 
0.0320 
0.0108 
0.0254 
0.0124 
0.0182 
0.0249 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary„n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0. 
0. 
0. 
0. 
0. 
0, 
0. 



.0068 
.1595 
.0000 
.0000 
.0082 
.0122 
.0057 
0.0162 
0.0077 
0.0164 
0.0221 
0.0068 
0.0155 
0.0083 
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Electronic Northern for SEQ. ID NO.: 49 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus -endometr ium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0.0039 


0 . 


0051 


n TCOTi "3111 


0.0038 


0 . 


0056 


O.boUO x.*io3^ 


0.0031 


0 . 


0165 




0.0000 


0 . 


0130 




0,0051 


0 . 


0025 


£, .\JJ 1 1 \J * *t^\i f 


0.0057 


0 . 


0139 




0 . 0037 


u . 




0.6000 1.6668 


0 . 0053 


n 


0000 


undef 0.0000 


0 . 0000 


n 
U 


0000 




0 . 0000 


rt 
W 




imdp f unde f 


0 . 004 2 


r\ 




0 . 1542 6.4 853 


0.0115 


Ci 
u 


, 0000 


undef 0.0000 


0 . 0021 


0 


. 004 1 


0. 5080 1 . 9684 


0.0000 


0 


.0000 


undef undef 


0.0017 


0 


.0000 


undef 0.0000 


0.0109 


0 


.0137 


0.7930 1.2610 


0.0066 


0 


.0055 


1.1966 0.8357 


0.0030 


0 


.0000 


undef 0.0000 


0.0044 


0 


.0064 


0.6824 1.4654 


0.0000 


0 


.0000 


unde f unde f 


0.0000 


0 


.0068 


0 . 0000 undef 


0.0051 


0 


.0000 


^undef 0.0000 


0.0064 








0.0208 








0.0000 








0.0000 








0.0017 








0.0000 









FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0000 
0.0000 
0.0000 

0.0039 
0.0000 
0.0260 
0,0000 
0.0036 
0.0000 
0.0000 
0.0061 
0.0000 
0.0000 



STANDARDIZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary^t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus_n 



0. 



0000 
0000 
.0000 
.0000 
0000 
0000 
0000 

.0065 
.0000 
.0000 
.0020 
.0205 
0000 
0.0042 



0. 
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Electronic Northern for SEQ. ID 



NO, 



50 



NORMAL TUMOR 

% frequency % frequency 



Ratios 
N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


. 0078 


0 


.0179 


0.4358 2 


.2944 


0 


.0064 


0 


.0094 


0.6805 1 


. 4694 


0 


.0092 


0 


.0000 


undef 0 


.0000 


0 


.0000 


0 


.0130 


0.0000 undef 


0 


.0051 


0 


.0075 


0. 67 92 1 


. 4722 


0 


.0057 


0 


.0000 


unde f 0 


. 0000 


0 


.0052 


0 


0051 


1 .0079 0 


. 9921 


0 


0080 


0 


0379 


0.2117 4 


.7230 


0 


0073 


0 


0000 


undef 0 


.0000 


0 


0048 


0 


0000 


undef 0 


0000 


0 


0064 


0 


0000 


undef 0 


0000 


0 


0173 


0 


0117 


1 .4759 0 


6775 


0 


0073 


0 


0102 


0.7112 1 


4060 


0 


0097 


0 


0153 


0.6303 1 


5866 


0 


0069 


0 


0000 


unde f 0 


0000 


0. 


0027 


0, 


0137 


0.1983 5 


0439 


0, 


0000 


0. 


0055 


0.0000 undef 


0. 


0000 


0. 


0000 


undef undef 


0, 


0131 


0. 


0064 


2.0473 0 


4885 


0. 


0068 


0. 


0000 


undef 0 


0000 


0. 


0000 


0. 


0272 


0 . 0000 undef 


0. 


0000 


0. 


0000 


undef undef 


0. 


0128 










0. 


0030 










0. 


0089 










0. 


0235 










0. 


0043 










0. 


0213 











FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



.0000 
.0056 
.0188 
.0079 
.0000 
.0000 
.0071 
.0036 
0.0000 
0.0124 
0.0061 
0.0000 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary^t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0000 
0.0000 
0.0087 
0.0000 
0.0000 
0.0194 
0.0000 
0.0000 
0.0100 
0.0000 
0.0077 
0.0167 
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Electronic Northern for SEQ, ID NO.: 51 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus - endome t r ium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



NORMAL 


TUMOR 


Ratios 


% freauencv 




XT / rp nn 

ti/ 1 Ty 


0 . 0000 


0.0077 


0.0000 undef 


0. 0026 


0.0150 


0. 1701 5. 8778 


0. 0061 


0.0165 


0.3707 2.6973 


0. 0030 


0.0208 


0.1439 6.9489 


0.0119 


0.0075 


1.5849 0.6309 


0 . 0000 


0.0000 


undef undef 


0 . 0037 


0.0072 


0.5143 1.9446 


0 . 0013 


0.0000 


undef 0.0000 


0. 0000 


0.0000 


undef undef 


0 , 0000 


0.0065 


0. 0000 undef 


0 . 0074 


0.0000 


undef 0.0000 


0. 0000 


0.0117 


0. 0000 undef 


0. 0062 


0.0061 


1.0161 0. 9842 


0. 0097 


0. 0000 


undef 0.0000 


0.0188 


0.0060 


3.1411 0,3184 


0.0027 


0.0000 


undef 0.0000 


0.0000 


0.0055 


0.0000 undef 


0.0090 


0.0267 


0.3369 2.9678 


0.0153 


0.0106 


1.4331 0.6978 


0.0135 


0. 0000 


undef 0.0000 


0.0076 


0. 0068 


1.1223 0.8911 


0.0153 


0.0000 


undef 0.0000 


0.0032 




0.0178 






0. 0089 






0. 0000 






0.0026 






0.0106 







Development 

Gastrointestinal 

Brain 

Hema t opo i e t i c 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0. 0000 
0. 0028 
0.0000 
0.0079 
0.0000 
0.0000 
0.0213 
0.0072 
0.1014 
0.0000 
0.0000 
0.0000 
0.0000 



STANDARDI ZED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0136 

0.0000 

0.0000 

0.0000 

0.0052 

0.0122 

0.0456 

0.0065 

0.0077 

0.0164 

0.0040 

0.0068 

0.0000 

0.0000 
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Electronic Northern for SEQ, ID NO. : 52 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -my omet r ium 
Uterus -genera 1 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


0039 


0 


0102 


0.3814 2.6222 


0. 


0179 


0 


0038 


4.7637 0,2099 


0 


0092 


0 


0496 


0. 1854 5. 3946 


0. 


0060 


0 


0260 


0.2303 4.3431 


0. 


0153 


0 


0251 


0. 6113 1. 6358 


0. 


0211 


0 


0463 


0.4556 2.1950 


0. 


0155 


0. 


0103 


1.5119 0.6614 


0. 


0040 


0. 


0758 


0.0529 18.8919 


0. 


0073 


0. 


0000 


undef 0.0000 


0. 


0000 


0. 


0388 


0. 0000 undef 


■0. 


0106 


0. 


0000 


undef 0.0000 


0. 


0000 


0. 


0000 


undef undef 


0. 


0177 


0. 


0143 


1.2338 0.8105 


0. 


0000 


0. 


0077 


0. 0000 undef 


0. 


0069 


0. 


0000 


undef 0.0000 


0, 


0109 


0. 


0274 


0.3965 2.5219 


0. 


0231 


0. 


0221 


1.0470 0. 9551 


0. 


0090 


0. 


0267 


0.3369 2. 9678 


0. 


0065 


0. 


0106 


0.6142 1. 6262 


0. 


0135 


0. 


0000 


undef 0. 0000 


0. 


0076 


0. 


0204 


0.3741 2.6732 


0. 


0000 


0. 


0000 


undef undef 


0. 


0256 








0. 


0089 








0. 


0089 








0. 


0000 








0. 


0095 








0. 


0106 









FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0278 
0056 
0125 
0039 
0000 
0000 
0.0142 
0.0036 
0.0000 
0.0062 
0.0061 
0.0499 
0.0000 



STANDARDI Z ED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0066 
0000 
0000 
0000 
0023 
0122 
0057 
0000 
0000 
0164 
0060 
0068 
0000 
0000 



68 



Electronic Northern for SEQ. ID NO.: 53 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0, 


0234 


0 


0153 


1 . 5254 


0 . 6555 


0. 


0115 


0 


0113 


1 . 0208 


0 . 9796 


0. 


0092 


0 


0165 


0 . 5561 


1 . 7982 


0. 


0090 


0 


0286 


0 . 3140 


3.1849 


0 


0102 


0 


0125 


0 , 8151 


1 . 2268 


0. 


0230 


0 


0278 


0 . 8283 


1 . 2072 


0. 


0148 


0 


0144 


1 . 0285 


0 . 9723 


0. 


0040 


0 


0000 




0. 0000 


0. 


0037 


0 


0000 


undef 


0 0000 


0. 


0000 


0 


0065 


0 . 0000 


unde f 


0. 


0106 


0 


0275 


0 . 3855 


2 . 5941 


0. 


0058 


0 


0000 




0 0000 


0. 


0125 


0 


0123 


1.0161 


0. 9842 


0. 


0000 


0 


0077 


0.0000 


undef 


0. 


0137 


0 


0120 


1. 1422 


0.8755 


0 


0136 


0 


0274 


0.4956 


2.0176 


0. 


0099 


0 


0110 


0.8974 


1.1143 


0. 


0060 


0 


0000 


undef 


0.0000 


0. 


0109 


0 


0192 


0.5687 


1.7585 


0. 


0000 


0 


0000 


undef 


undef 


0. 


0076 


0 


0136 


0.5611 


1.7821 


0. 


0102 


0 


0000 


undef 


0.0000 


0. 


0032 










0. 


0119 










0, 


0089 










0, 


0118 










0. 


0087 










0. 


0000 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0.0139 

0.0083 

0.0063 

0,0039- 

0.0000 

0.0520 

0.0036 

0.0181 

0.0000 

0.0371 

0.0061 

0.0000 

0.0126 



STANDARDI Z ED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary^n 

Ovary^t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 

0.1595 

0.0000 

0.0000 

0.0017 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0020 

0.0000 

0.0000 

0.0000 
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Electronic Northern for SEQ. ID NO,: 54 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-genera 1 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0.0039 
0.0013 
0.0031 
0. 0000 
0. 0034 
0,0019 
0. 0052 
0.0000 
0.0000 
0. 0000 
0.0032 
0. 0000 
0. 0031 
0. 0097 
0. 0017 
0. 0000 
0. 0017 
0. 0000 
0.0000 
0.0000 
0.0000 
0. 0000 
0. 0032 
0. 0000 
0.0000 
0. 0000 
0.0000 
0. 0000 



0 


.0000 


undef 0.0000 


0 


.0038 


0.3403 2.9389 


0 


.0000 


undef 0 . 0000 


0.0130 


0 . 0000 undef 


0 


. 0025 


1.3585 0.7361 


0 


. 0000 


undef 0.0000 


0 


0051 


1 . 0079 0 . 9921 


0 


0000 


undef undef 


0 


0000 


undef undef 


0 


0000 


undef undef 


0, 


0000 


undef 0.0000 


0. 


0000 


undef undef 


0. 


0020 


1.5241 0. 6561 


0. 


0000 


undef 0.0000 


0. 


0060 


0.2856 3.5020 


0. 


0000 


undef undef 


0. 


0221 


0.0748 13.3713 


0. 


0000 


undef undef 


0. 


0043 


0.0000 undef 


0. 


0000 


undef undef 


0. 


0000 


undef undef 


0. 


0000 


undef undef 



FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0000 
0.0000 
0. 0000 
0.0000 
0, 0000 
0.0260 
0.0036 
0.0000 
0.0000 
0.0062 
0.0121 
0.0000 
0.0000 



STANDARD I Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0068 
0.0000 
0.0000 
0. 0000 
0.0082 
0.0122 
.0114 
.0000 
.0000 
.0164 
. 0060 
0.0068 
O.OOOO 
0.0083 



0. 
0. 
0. 
0. 
0. 



Electronic Northern for SEQ. ID NO- : 55 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


. 0039 


0 . 


0204 


0.1907 5 


2444 


0 


. 0141 


0 . 


0150 


0. 9357 1, 


0687 


0 


. 0061 


0, 


0496 


0. 1236 8. 


0920 


0 


. 0120 


0 . 


0364 


0. 3289 3. 


0402 


0 


. 0085 


0 . 


0050 


1. 6981 0. 


5889 


0 


0096 


0. 


0046 


2.0708 0. 


4829 


0 


0140 


0 . 


0185 


0.7600 1. 


3159 


0 


0067 


0 . 


0000 


undef 0. 


0000 


0 


0294 


0 . 


0000 


undef 0. 


0000 


0 


0095 


0. 


0065 


1.4706 0. 


6800 


0 


0138 


0 . 


0412 


0.3341 2. 


9932 


0 


0058 


0 . 


0000 


undef 0. 


0000 


0 


0156 


0. 


0164 


0,9526 1. 


0498 


0 


0193 


0. 


0307 


0.6303 1. 


5866 


0 


0103 


0. 


0000 


undef 0. 


0000 


0 


0054 


0. 


0000 


undef 0. 


0000 


0 


0017 


0. 


0331 


0. 0499 2C 


.0570 


0 


0120 


0. 


0000 


undef 0. 


0000 


0 


0174 


0. 


0234 


0.7445 1. 


3433 


0 


0203 


0. 


0000 


undef 0. 


0000 


0. 


0229 


0. 


0136 


1.6834 0. 


5940 


0. 


0051 


0. 


0954 


0.0534 18 


.7357 


0. 


0128 










0. 


0238 










0. 


0000 










0. 


0000 










0. 


0139 










0. 


0106 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0.0139 

0. 0222 

0.0000 

0.0000 

0-0000 

0.0260 

0.0036 

0.0072 

0,0000 

0.0000 

0.0303 

0.0000 

0.0126 



STANDARDI ZED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0304 
0.0000 
0.0047 
0.0488 
0.0114 
0.0162 
0.0000 
0.0082 
0.0090 
0.0068 
0.0000 
0.0250 



• # 



Electronic Northern for SEQ. ID NO.: 56 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus - endometr ium 
Uterus -my ometr ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


0078 


0 


0153 


0.5085 


1 


9666 


0 


0077 


0 


0132 


0.5833 


1 


7144 


0 


0061 


0 


0000 


undef 


0 


0000 


0 


0030 


0. 


0234 


0.1279 


7 


8175 


0 


0085 


0, 


0025 


3.3962 


0 


2944 


0 


0019 


0, 


0093 


0.2071 


4 


8289 


0 


0022 


0, 


0072 


0.3086 


3 


2409 


0 


0027 


0. 


0000 


undef 


0 


0000 


0 


0073 


0. 


0000 


undef 


0 


0000 


c 


0048 


0. 


0000 


undef 


0 


0000 


0 


0201 


0. 


0000 


undef 


0 


0000 


0 


0000 


0. 


0468 


0.0000 


undef 


0 


0031 


0, 


0102 


0.3048 


3 


2806 


0 


0193 


0, 


0153 


1.2605 


0 


7933 


0 


0120 


0. 


0120 


0.9994 


1 


0006 


0 


0000 


0. 


0068 


0.0000 


undef 


0 


0000 


0, 


0276 


0.0000 


undef 


0 


0060 


0. 


0000 


undef 


0 


0000 


0 


0065 


0. 


0085 


0.7677 


1 


3026 


0 


0068 


0. 


0000 


undef 


0 


0000 


0 


0152 


0, 


0068 


2.2445 


0 


4455 


0, 


0102 


0. 


0000 


undef 


0 


0000 


0 


0064 












0 


0059 












0 


0000 












0 


0118 












0 


0182 












0. 


0213 













FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0000 
0.0028 
0.0063 
0. 0039 
0.0000 
.0000 
. 0178 
.0108 
.0000 
.0124 
.0061 
.0000 



0,0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0068 

0.0000 

0.0152 

0.0245 

0.0012 

0.0000 

0.0000 

0.0065 

0.0000 

0.0246 

0.0060 

0.0000 

0.0000 

0.0042 
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Electronic Northern for SEQ. ID NO.: 57 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0. 


0039 


0. 


0026 


1.5254 0. 


6555 


0. 


0128 


0. 


0150 


0.8507 1. 


1756 


0. 


0061 


0. 


0165 


0.3707 2, 


6973 


0. 


0030 


0. 


0208 


0.1439 6. 


9489 


0. 


0051 


0. 


0226 


0.2264 4. 


4166 


0. 


0077 


0. 


0000 


unde f 0 . 


0000 


0. 


0074 


0. 


0103 


0.7200 1. 


3890 


0. 


0174 


0. 


0000 


undef 0 


0000 


0 


0110 


0. 


0000 


unde f 0 


0000 


0. 


0048 


0. 


0000 


undef 0 


0000 


0 


0085 


0. 


0275 


0. 3084 3 


2426 


0 


0115 


0 


0000 


undef 0 


0000 


0 


0062 


0 


0102 


0.6096 1 


6403 


0 


0000 


0 


0307 


0,0000 undef 


0 


0120 


0 


0060 


1 . 9989 0 


5003 


0 


0217 


0 


0068 


3.1722 0 


3152 


0 


0017 


0 


0000 


unde f 0 


0000 


0 


0180 


0 


.0000 


unde f 0 


.0000 


0 


0044 


0 


.0085 


0.5118 1 


. 9538 


0 


0068 


0 


.0000 


undef 0 


.0000 


0 


0076 


0 


.0272 


0.2806 3 


. 5642 


0 


.0051 


0 


.0000 


undef 0 


.0000 


0 


.0064 










0 


.0089 










0 


.0000 










0 


.0235 










0 


.0139 










0 


.0106 











FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0278 
0056 
0188 
0079 
0000 
0000 
0142 
0145 
0000 
0124 
0000 
0000 
0000 



STANDARD I Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0068 
0.0000 
0.0051 
0.0000 
.0076 
.0000 
.0000 
.0000 
.0077 
.0082 
.0120 
0.0274 
0.0000 
0.0000 



Electronic Northern for SEQ. ID NO. : 58 



NORMAL TUMOR 

% frequency % frequency 



Ratios 

N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0. 
0. 
0. 
0. 
0. 
0. 



0.0585 
0.0230 
0.0153 
0.0150 
.0136 
.0192 
.0163 
.0374 
. 0404 
.0143 
0.0297 
0.0863 
0.0364 
0.0290 
0.0411 
0.0190 
0.0132 
0.0359 
0.0262 
.0338 
,0229 
. 0051 
.0128 
.0178 
.0089 
.0235 
.0251 
.0106 



0. 
0. 
0. 
0. 
0. 
0. 
0. 
0. 
0. 



0.0332 

0.0132 

0.0827 

0.0546 

0.0150 

0.0416 

0.0277 

0.0379 

0.0847 

0.0388 

0.0412 

0.1169 

0.0266 

0.0767 

0.0360 

0.0137 

0.0497 

0.0800 

0.0128 

0.0528 

0.0000 

0.0000 



1,7601 0. 
1.7499 0 . 
0.1854 5. 
0.2741 3. 
0.9057 1. 
0.4602 2. 
0.5866 1. 
0.9881 1. 
0,4765 2. 
0.3676 2. 
0.7196 
0.7380 
1.3678 
.3782 
.1422 
.3878 
.2659 
.4493 
,0473 
. 6402 
undef 
undef 



0. 
1, 
1 . 
0. 
0. 
2. 
0. 



5681 
5715 
3946 
6482 
1042 
1730 
7046 
0121 
0985 
7200 
3897 
3551 
,7311 
, 6444 
. 8755 
,7206 
.7607 
,2259 
, 4885 
, 5621 
0000 
0000 



FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0278 
0528 
1189 
0275 
0000 
0520 
0818 
0253 
0254 
0.0371 
0. 0424 
0.0499 
0.0251 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 

0.0000 

0.0000 

0 .0000 

0.0093 

0.0366 

0.0057 

0.0389 

0.0154 

0.0491 

0.0120 

0.0068 

0.0077 

0.0250 
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Electronic Northern for SEQ. ID NO.: 59 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus -endometr ium 
Uterus -my ometr ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesxcle 
Sensory organs 
White blood cells 
Cervix 



0.0117 
0.0038 
0.0031 
0.0060 
0.0102 
0.0077 
0.0140 
0.0053 
0.0220 
0.0000 
0.0148 
0.0058 
0.0104 
0.0000 
0.0051 
0.0109 
0.0099 
0.0180 
0.0022 
0270 
0000 
0000 
0192 
0119 
0089 
0118 
0061 



0 


. 0102 


1 1441 n filA^ 


0 


.0056 


0 . 6805 1 4 


0 


.0165 


0. 1854 5 3 fi 


0 


.0390 


0 . 1535 6 S14 fi 


0 


.0251 


0. 4075 2 4 ST7 


0 


.0093 


0 . 8283 1 .2072 


0 


.0082 


1. 7099 0.5848 


0 


.1515 


0.0353 28.3379 


0 


.0000 


undef 0.0000 


0 


0065 


0. 0000 undef 


0 


0000 


undef 0.0000 


0, 


0000 


undef 0.0000 


0, 


0184 


0.5645 1.7715 


0. 


0077 


0. 0000 undef 


0. 


0180 


0.2856 3.5020 


0. 


0137 


0.7930 1.2610 


0. 


0110 


0.8974 1,1143 


0. 


0000 


undef 0.0000 


0. 


0043 


0.5118 1.9538 


0. 


0000 


undef 0.0000 


0. 


0068 


0. 0000 undef 


0. 


0000 


undef undef 



0.0213 



FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



.0835 
.0000 
.0375 
.0079 
.0000 
.0000 
.0213 
.0108 
0. 0000 
0. 0000 
0. 0182 
0.0249 
0.0000 



0. 
0. 
0. 
0. 
0. 
0. 
0. 
0. 



STANDARD I Z ED / SUBTRACT ED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 

0.0000 

0.0203 

0.0000 

0.0023 

0.0244 

0.0000 

0.0162 

0.0000 

0.0246 

0.0241 

0.0068 

0.0000 

0.0000 
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NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrivim 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesxcle 
Sensory organs 
White blood cells 
Cervix 



A 
U . 


0000 




A "5 A 


A AAAA itvs^A^ 




uuou 


A 
V . 


Ul ou 


A AAAA iiT^^A^ 


0 . 


067 5 


A 
W . 


A A A A 


A AAAA 


0 . 


0000 


A 


A O A P 


A AAAA ^^r^^M<i^ 

u . uuuu unaer 


0 . 


0000 


A 


0000 


undef undef 


A 
0 . 


015 J 


A 






0 . 


0022 


A 






A 




A 


A AAA 


A AAAA 


A 


A A A A 


A 


A A A A 


undef undof 


A 


A A A A 


A 


A T ^ T 


A AAAA ^^r\^A^ 

u . UUUU unae]. 


A 


UU OS 


A 


A A A A 


iwN^A'^ A AAAA 

unaez u.uuuu 


A 


AAA A 


n 
u 


A A A A 


unue L unue£ 


A 
\J 


AAA A 


A 




A AAAA \^T^r^A^ 

u • UUUU unuei 


0 


0000 


0 


.0000 


undef undef 


0 


0000 


0 


.0000 


undef undef 


0 


0000 


0 


.0000 


undef undef 


6 


3239 


0 


.7179 


8.8087 0.1135 


0 


0030 


0 


.0000 


undef 0.0000 


0 


0000 


0 


.0000 


undef undef 


0 


0000 


0 


.0000 


undef undef 


0 


0000 


0 


.0000 


undef undef 


0 


0000 


0 


.0000 


undef undef 


0 


0000 








0 


.0000 








0 


.0089 








0 


.0000 








0 


.0000 








0 


.0106 









FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



o.oooo 

0.2721 
0.0063 
0.0079 
0.0000 
0.0000 
0.0036 
0.0000 
0. 0000 
0. 0000 
0.0000 
0.0000 
0. 0000 



STANDARD I Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus^n 



.0000 
.0000 
.0354 

.0000 
.0017 
.2685 
.0057 
.0097 
.0000 
.0082 
.0000 
, 0000 
0.0000 
0.0083 
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NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus -gener a 1 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 . 


0039 


\j . 


uu / / 


0. 5085 1. 


9666 


A 

0 , 


UU b4 


fi 

V . 


uu / D 


0.8507 1. 


1756 


0 , 


024 5 


u . 


\^ iK>0 


1.4830 0. 


6743 


u . 


0090 


u . 


U 0 ^ u 


0.1727 5. 


7908 


U . 


A A D C 


A 
U . 


A n n 


undef 0. 


0000 


U . 


U i 3 J 


n 


U J Z 4 


0.4733 2, 


1127 


A 

U t 


\J\JH H 


n 
V • 


U X ^ 


0.3600 2. 


7779 


A 

U . 




A 
\J • 


nnnn 

uu uu 


undef 0. 


0000 


A 

U . 


V X 1 u 


0 . 


0000 


undef 0 


0000 


A 

U . 


U J 0 X 


0 , 


097 0 


0.3922 2 


5500 


A 
U 


\J\J f H 


0 , 


0137 


0.5397 1 


8529 


A 


nnnn 


0 


uu uu 


undef undef 


A 

u 




Q 


0082 


0,6350 1 


5747 


0 


0000 


0 


0230 


0. 0000 undef 


0 


0096 


0 


0000 


undef 0 


0000 


0 


0163 


0 


0616 


0.2643 3 


.7829 


0 


0396 


0 


.0055 


7,1795 0 


.1393 


0 


0060 


0 


. 0000 


undef 0 


.0000 


0 


0065 


0 


. 0106 


0.6142 1 


.6282 


0 


.0000 


0 


. 0528 


0.0000 undef 


0 


.0076 


0 


.0068 


1.1223 0 


.8911 


0 


.0153 


0 


.2863 


0.0534 18.7357 


0 


.0000 










0 


.0000 










0 


.0089 










0 


. 0235 










0 


.0043 










0 


.0319 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0. 0000 
0. 0222 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0. 0036 
0.0254 
0.0062 
0.0242 
0.0249 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0136 
0.0000 
0.0152 
0.0245 
0.0122 
0.0000 
0.0228 
0.0162 
0.0000 
0.0082 
0.0010 
0.0000 
0.0000 
0.0250 
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67 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hemat opo iet ic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -my ometr ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0.0039 
0.0026 
0. 0092 
0. 0060 
0. 0034 
0. 0057 
0.0044 
0.0094 
0. 0073 
0. 0000 
0.0042 
0.0115 
0.0031 
0.0097 
0. 0017 
0.0081 
0.0050 
0.0120 
0. 0022 
0.0000 
0.0000 
0.0051 
0. 0032 
0.0059 
0.0089 
0.0235 
0.0061 
0,0106 



0.0102 
0. 0169 
0.0165 
0. 0260 
0. 0075 
0. 0185 
0.0062 
0. 0000 
. 0000 
.0129 
.0000 
. 0000 
.0102 
.0153 
.0060 
.0068 
.0055 
.0000 
.0085 
. 0000 
0.0000 
0.0000 



0.3814 

0. 1512 

0.5561 

0.2303 

0.4528 

0. 3106 

0.7200 

undef 

undef 

0.0000 

undef 

undef 

0.3048 

0.6303 

0.2856 

1.1896 

0.8974 

undef 

0,2559 

undef 

undef 

undef 



2. 6222 
6. 6125 
1.7982 
4 .3431 
2.2083 
3 .2193 
1.3890 
0.0000 
0.0000 
undef 
0.0000 
OOOO 
2806 
5866 
5020 
8406 
1143 
0000 
9077 
undef 
undef 
0.0000 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0.0000 
0.0056 
0.0188 
0.0157 
0.0000 
0.0000 
0.0000 
0.0036 
0.0000 
0.0000 
0.0121 
0.0000 
0.0126 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0272 
0. 0000 
0.0000 
0,0245 
0.0169 
0,0000 
0.0171 
0,0000 
0.0000 
0.0328 
0.0080 
0.0000 
0.0000 
0.0125 



Electronic Northern for SEQ. ID NO, : 69 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



NORMAL 




TUMOR 




Ratios 


% frequency 


% frequency 


N/T T/] 


0 


.0000 


0 


0000 


undef undef 


0 


.0013 


0 


0000 


undef 0.0000 


0 


.0031 


0 


0000 


undef 0.0000 


0 


0000 


0 


0156 


0. 0000 undef 


0 


0000 


0 


0025 


0 . 0000 undef 


0 


0038 


0 


0000 


undef 0.0000 


0 


0007 


0. 


0021 


0. 3600 2 . 7779 


0 


0053 


0. 


0000 


undef 0.0000 


0 


0037 


0. 


0000 


undef 0.0000 


0 


0000 


0. 


0000 


unde f unde f 


0 


0042 


0. 


0000 


undef 0.0000 


0 


0288 


0. 


0000 


undef 0.0000 


0, 


0031 


0. 


0000 


undef 0,0000 


0 


0097 


0. 


0000 


undef 0.0000 


0 


0000 


0. 


0060 


0 . 0000 undef 


0 


0054 


0. 


0000 


undef 0.0000 


0, 


0050 


0. 


0055 


0.8974 1.1143 


0. 


0030 


0. 


0000 


undef 0.0000 


0 


0022 


0. 


0000 


undef 0.0000 


0, 


0000 


0. 


0000 


undef undef 


0, 


0000 


0. 


0000 


undef undef 


0, 


0102 


0. 


0954 


0. 1067 9.3678 


0. 


0000 








0 


0000 








0 


0000 








0. 


0000 








0. 


0017 








0, 


0000 









Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0.0000 

0.0000 

0.0000 

0,0000 

0.0000 

0 .0000 

0,0000 

0.0108 

0 .0000 

0.0062 

0.0000 

0.0000 

0. 0000 



STANDARDIZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hema topoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.1595 
0.0152 
0.0000 
0.0029 
0.0122 
0.0342 
0.0097 
0.0000 
0.0000 
0.0020 
.0068 
.0000 
.0042 



0. 

0, 
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NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


,0078 


0 


.0000 


undef 0 


. 0000 


0 


.0077 


0 


.0094 


0. 8166 1 


.2245 


0 


.0123 


0 


.0165 


0.7415 1 


.3487 


0 


.0060 


0 


.0260 


0.2303 4 


.3431 


0 


.0324 


0 


.0075 


4 . 3019 0 


.2325 


0 


.0134 


0 


.0093 


1 . 4496 0 


. 6898 


0 


.0111 


0 


0051 


2 . 1599 0 


.4630 


0 


.0040 


0 


0379 


0. 1059 9 


44 60 


0 


.0073 


0 


0000 


undef 0 


0000 


0 


0095 


0 


0065 


1.4706 0 


6800 


0 


0148 


0 


0000 


undef 0 


0000 


0 


0058 


0 


0000 


undef 0 


0000 


0 


0135 


0 


0102 


1.3209 0. 


7571 


0 


0000 


0, 


0000 


' undef undef 


0 


0017 


0. 


0060 


0.2856 3. 


5020 


0 


0109 


0. 


0068 


1.5861 0. 


6305 


0 


0099 


0. 


0055 


1.7949 0. 


5571 


0. 


0060 • 


0. 


0000 


undef 0. 


0000 


0. 


0109 


0. 


0085 


1.2795 0. 


7815 


0 . 


0068 


0. 


0000 


unde f 0 . 


0000 


0. 


0076 


0. 


0000 


undef 0. 


0000 


0. 


0000 


0. 


0000 


undef undef 


0. 


0096 










0. 


0149 










0, 


0089 










0. 


0118 










0. 


0130 










0. 


0106 











Development 

Gastroxntestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0 .0139 
0 .0056 
0.0063 

0 .0118 

0.0000 

0.0000 

0.0142 

0.0072 

0.0000 

0.0000 

0.0182 

0.0249 

0.0126 



STANDARD I ZED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0. 0000 
0.0000 
.0101 
.0000 
.0041 
.0000 
.0057 
.0097 
0.0154 
0.0164 
0 .0070 
0.0137 
0.0000 
0.0083 



0. 
0. 
0. 
0. 
0, 
0, 
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NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Ut eru s - endome t r ium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0.1053 
0.0652 
0. 1073 
0.0629 
C.0579 
0.1379 
0-0702 
0. 1056 
.0597 
.0285 
L293 
.0403 
. 0914 
0.0387 
0.0548 
0.0814 
0.0363 
0.1138 
0.0697 
0. 1824 
0.0838 
0.1171 
0.0671 
0.0922 
0.0712 
0.0706 
0.1448 
0. 1810 



0.0895 
0.0846 
0.0992 
0.1353 
0.0451 
0.2220 
0.0534 
0.1136 
0.0847 
0. 1035 
0412 
1754 
1063 
1840 
1260 
1438 
1878 
0800 
0958 
0000 
0951 
0000 



1.1768 
0.7713 
1.0813 
4649 
2830 
6213 
3153 
9293 
6931 
2757 
1353 
2296 
8598 
2101 
4351 
5665 
1936 
4227 
7279 
undef 
0.8818 
undef 



0. 
1. 
0. 
1 . 
0. 
0. 
0. 
3. 
0. 
0. 
0. 
0. 
0. 
0. 

1 . 

0. 



. 3498 
.2966 
. 9248 
.1509 
.7794 
. 6096 
.7603 
.0761 
. 4427 
. 6266 
.3189 
.3556 
. 1631 
.7599 
.2982 
.7654 
. 1662 
.7029 
.3738 
.0000 
. 1341 
.0000 



FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0557 
0.1083 
.0500 
.0944 
.2513 
.0260 
.0712 
.1409 
.0507 
.1297 
0.0545 
0.0499 
0.0251 



STANDARD 1 2 ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary^t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0. 0340 

0. 0000 

0.0253 

0. 0000 

0. 0163 

0.0122 

0.0000 

0.0292 

0.0077 

0.0246 

0.0090 

0.0274 

0.0000 

0.0042 
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NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hema t opo i et ic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -my ometr ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


0663 


0 


0895 


0 


7409 


1 


34 97 


0 


0371 


0 


0489 


0 


7591 


1 


3174 


0 


0766 


0 


0000 


undef 


0 


0000 


0 


0270 


0 


0754 


0 


3573 


2 


7989 


0 


0170 


0 


0326 


0 


5225 


1 


9139 


0 


0805 


0 


0833 


0 


9664 


1 


0348 


0 


0177 


0 


0390 


0 


4547 


2 


1992 


0 


0896 


0 


0758 


1 


1822 


0 


8459 


0 


0551 


0 


1695 


0 


3249 


3 


0779 


0 


0238 


0 


0776 


0 


3064 


3 


2640 


0 


0604 


0 


1237 


0 


4883 


2 


0480 


0 


0288 


0, 


0702 


0 


4100 


2 


4391 


0 


0519 


0. 


0429 


1 


2096 


0 


8267 


0 


0676 


0, 


0843 


0 


8022 


1 


2466 


0 


0223 


0, 


0240 


0 


9280 


1 


0775 


0 


0353 


0. 


0548 


0 


6443 


1 


5520 


0 


0132 


0. 


0773 


0 


1709 


5 


8500 


0 


0838 


0 


0533 


1 


5724 


0 


6360 


0 


0567 


0. 


0255 


2 


2179 


0 


4509 


0 


0946 


0 


0000 


undef 


0 


OOOO 


0 


0762 


0. 


0679 


1 


1223 


0 


8911 


0 


0407 


0 


0000 


undef 


0 


0000 


0 


0192 














0 


0505 














0 


0445 














0 


0235 














0 


0772 














0 


0106 















Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0.0139 
0.0305 
0.0313 
0.0393 
0.0000 
0.0260 
0.0285 
0.0145 
0.0000 
0.0679 
0.0364 
0.0997 
0.0000 



STANDARD I Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus_n 



0272 
0000 
1468 
0245 
0105 
0366 
,0057 
,0292 
,0000 
.0328 
.0040 
.0068 
.0000 
.0250 
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NORMAL TUMOR Ra t i o s 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 , 


0234 


0. 


0000 


undef 0 . 0000 


0 . 


0000 


0. 


0000 


undef undef 


0 . 


0000 


0 . 


0000 


undef undef 


0 , 


0000 


0 . 


0468 


0 . 0000 undef 


0 . 


0000 


0 . 


0000 


undef undef 


0 . 


0000 


0 . 


0000 


undef undef 


0 . 


0000 


0 . 


0000 


undef undef 


0 . 


0000 


0 


0000 


undef undef 


0 . 


Olio 


0 


0000 


undef 0.0000 


0 . 


0000 


0 


0000 


undef undef 


0 


0000 


0 


0000 


undef undef 


0 


0000 


0 


0000 


undef undef 


0 


0353 


0 


0164 


2.1591 0.4631 


0 


1836 


0 


.1227 


1.4969 0.6681 


0 


0000 


0 


.0000 


undef undef 


0 


0000 


0 


.0000 


undef undef 


0 


0050 


0 


.0221 


0.2244 4 .4571 


0 


.0000 


0 


.0000 


undef undef 


0 


.0022 


0 


.0128 


0.1706 5.8615 


0 


.0000 


0 


.0000 


unde f undo f 


0 


.0000 


0 


.0000 


undef undef 


0 


.0000 


0 


.0000 


undef undef 


0 


.0000 








0 


.0000 








0 


.1246 








0 


.0000 








0 


.0000 








0 


.0000 









FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0000 
0028 
0000 
.0000 
.0000 
.0000 
.0000 
0.0036 
0 .0000 
0 .0000 
0.0000 
0.0000 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0068 

0.0000 

0.0000 



Electronic Northern for SEQ. ID NO. : 76 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hema t opo i e t i c 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0. 


0000 


0. 


0077 


0 . 0000 undef 


0. 


0026 


0. 


0301 


0 . 0851 11 .7556 


0. 


0000 


0. 


0331 


0 . 0000 undef 


0, 


0030 


0. 


0728 


0.0411 24 . 3213 


0. 


0000 


0. 


0100 


0 , 0000 undef 


0. 


0000 


0. 


0046 


0 . 0000 undef 


0 . 


0510 ■ 


0 . 


0596 


0 . 8555 1 . 1d73 


0. 


0040 


0 . 


0000 


undei vJ . uuvju 


0. 


0037 


0 , 


1695 




0. 


0523 


0 


1747 




0 . 


0138 


0 


0137 


1.0023 0.99 / 1 


0 . 


0000 


0 


0935 


0 . 0000 under 


0. 


0073 


0 


. 0818 




0 


0000 


0 


.0230 


0 . 0000 undef 


0 


0240 


0 


.2760 


0.0869 11.5066 


0 


3910 


0 


.4108 


0.9516 1.0508 


0 


.1123 


0 


.0387 


2.9060 0.3441 


0 


.0030 


0 


.0000 


undef 0.0000 


0 


.0000 


0 


.0021 


0 , 0000 undef 


0 


.0068 


0 


.2111 


0.0320 31.2422 


0 


.0000 


0 


.0000 


undef undef 


0 


.0051 


0 


.1908 


0.0267 37.4714 


0 


.0064 








0 


. 0059 








0 


. 0000 








0 


.0118 








0 


. 1838 








0 


.0000 









FETUS 

% frequency 



Development 

Gastroxntestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



.0696 
.0194 
.0000 
.0079 
.0000 
.0000 
.0107 
.0036 
.0254 
.0062 
0.2302 
0.0000 
0.1632 



0. 
0, 
0. 
0. 
0, 
0. 
0. 
0. 
0, 
0. 



STANDARDIZED/SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



.0000 
.0000 
. 0000 
. 0000 
.0128 
,0000 
. 0000 
.0032 
0.0000 
0.0164 
0.0231 
0.0068 
0.0310 
0.0000 



0. 
0. 
0. 
0. 
0. 
0, 
0. 
0. 



Electronic Northern for SEQ. ID NO.: 78 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -my ometr ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 . 


0156 


0 . 


0153 


1.0170 0. 


9833 


0 . 


0090 


0 . 


024 4 


0.3664 2. 


7290 


0 . 


0123 


0 , 


04 96 


0.2472 4 . 


0460 


0 . 


0090 


0 . 


0338 


0.2657 3. 


7640 


0 . 


0136 


0 


0226 


0.6038 1. 


6562 


0 . 


0172 


0 


0324 


0.5325 1 


8779 


0 . 


004 4 


0 


0216 


0.2057 4 


6614 


0 . 


0254 


0 


0000 


undef 0 


0000 


0 . 


0110 


0 


0000 


undef 0 


0000 


0 


004 8 


0 


0065 


0.7353 1 


3600 


0 


9170 


0 


0137 


1.2336 0 


8107 


0 


0000 


0 


0000 


undef undef 


0 


0073 


0 


0286 


0.2540 3 


9367 


0 


0000 


0 


0307 


0 . 0000 undef 


0 


0051 


0 


0180 


0.2856 3 


5020 


0 


0190 


0 


.0068 


2.7756 0 


3603 


0 


0083 


0 


. 0110 


0.7479 1 


3371 


0 


0120 


0 


.0267 


0. 4493 2 


2259 


0 


0131 


0 


.0106 


1.2284 0 


.8141 


0 


0135 


0 


.0000 


undef 0 


. 0000 


0 


0076 


0 


.0136 


0.5611 1 


.7821 


0 


0051 


0 


.0000 


undef 0 


.0000 


0 


.0192 










0 


0030 










0 


.0089 










0 


.0118 










0 


.0113 










0 


.0213 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0.0139 
0.0250 
0.0063 
0.0118 
0.0000 
0.0260 
0.0178 
0.0145 
0.0000 
0.0371 
0.0061 
0.0000 
0.0377 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0152 
0.0000 
0.0256 
0.0122 
0.0000 
0.0065 
0.0309 
0.0164 
0.0100 
0.0068 
0.10i94 
0.0250 



Electronic Northern for SEQ. ID NO. : 7 9 



NORMAL TUMOR 

% frequency % frequency 



Ratios 

N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -my ometr ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 
0 
0 
0 
0 
0 
0 
0 
0 
0 
0, 
0, 
0, 
0. 
0. 
0. 

0. 

0. 

0. 

0. 

0. 

0. 

0. 

0, 

0. 

0. 

0. 

0. 



.0273 
.0230 
.0276 
.0210 
.0238 
.0172 
.0118 
. 0214 
. 0147 
, 0048 
,0540 
.0173 
0322 
0290 
0240 
0353 
0165 
0150 
0240 
0270 
0381 
0051 
0224 
0297 
0534 
0588 
0234 
0106 



0 


.0332 


0 


.8214 1 


. 2174 


0 


.0188 


1 


.2250 0 


.8164 


0 


.0331 


0 


. 8342 1 


. 1988 


0 


• 0650 


0 


.3224 3 


. 1022 


0 


.0276 


0 


.8645 1 


. 1567 


0 


.0463 


0 


.3728 2 


. 6827 


0 


.0144 


0 


.8228 1 


.2153 


0 


0379 


0 


.5646 1 


7711 


0 


0000 


undef 0 


0000 


0 


0259 


0 


1838 5 


4400 


0 


0550 


0 


9830 1 


0173 


0 


0585 


0. 


2952 3 


3877 


0. 


0450 


0. 


7159 1 


3969 


0. 


0077 


3. 


7816 0. 


2644 


0. 


0600 


0. 


3998 2. 


5014 


0. 


0548 


0. 


6443 1 . 


5520 


0. 


0221 


0. 


7479 1. 


3371 


0. 


0267 


0, 


5616 1. 


7807 


0. 


0405 


0. 


5926 1. 


6874 


0. 


1055 


0. 


2561 3. 


9053 


0. 


0068 


5. 


6113 0. 


1782 


0. 


X908 


0. 


0267 37 


.4714 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0.0557 
0.0083 
0,0063 
0. 0039 
0.0000 
0.0000 
0.0142 
0.0253 
0.0507 
0.0432 
0.0303 
0.1247 
0.0251 



STANDARDI Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0136 
0.0000 
0.0051 
0.0245 
0.0256 
0.0122 
0.0000 
0.0583 
0.0231 
0.0491 
0.0221 
0.0821 
0.0000 
0.0416 



86 



Electronic Northern for SEQ. ID NO.: 80 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesxcle 
Sensory organs 
White blood cells 
Cervix 



0.0039 
0.0026 
0.0061 
0.0030 
0.0017 
0.0000 
0.0044 
0.0027 
0.0000 
0 . 0000 
.0021 
.0058 
, 0010 
. 0000 
.0000 
.0054 
.0033 
.0000 
.0044 
0.0000 
0.0000 
0.0102 
0.0064 
0.0059 
0.0000 
0.0000 
0.0017 
0.0106 



0. 
0. 
0. 
0. 
0. 
0. 
0. 
0. 
0. 



0. 


0000 


under 0 . ouuu 


0. 


0075 


0.3403 2 . 9389 


0. 


0000 


under o.oooo 


0. 


0162 


0.1645 d.OoOj 


0. 


0025 


0 . 6792 1 , 4722 


0, 


0139 


0 . 0000 undef 


0 . 


0041 




0. 


0000 


undef 0.0000 


0. 


0000 


undef undef 


0. 


0000 


undef undef 


0 


0000 


undef 0.0000 


0 


0117 


0.4920 2.0326 


0 


0020 


0.5080 1.9684 


0 


.0000 


undef undef 


0 


.0060 


0 . 0000 undef 


0 


. 0000 


undef 0.0000 


0 


.0055 


0.5983 1.6714 


0 


.0000 


undef undef 


0 


.0000 


undef 0.0000 


0 


.0000 


undef undef 


0 


.0068 


0 . 0000 undef 


0 


.0000 


undef 0.0000 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0.0000 
0.0028 
0.0000 
0.0039 
0.0000 
0.0000 
0.0000 
0.0036 
0.0254 
0.0062 
0.0000 
0.0000 
0.0126 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus_n 



o.oooo 

0.0000 
0.0051 
0.0000 
0.0093 
0.0000 
0.0114 
0.0000 
0.0309 
0.0082 
0.0060 
0.0068 
0.0000 
0.0000 



87 



Electronic Northern for SEQ- ID NO, : 81 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 . 


0039 


0. 


0128 


0.3051 3.2777 


0 . 


0141 


0. 


0150 


0. 9357 1.0687 


0 . 


0153 


0. 


0000 


undef 0.0000 


0 . 


0090 


0. 


0416 


0.2159 4.6326 


0 . 


0119 


0 . 


0176 


0.6792 1.4722 


0. 


0096 


0. 


0139 


0.6903 1.4487 


0. 


0126 


0. 


0031 


4 .0798 0.2451 


0. 


0080 


0. 


1136 


0.0706 14 . 1689 


0. 


0110 


0. 


0000 


undef 0.0000 


0. 


0048 


0 


0065 


0.7353 1.3600 


0. 


0191 


0 


0000 


undef 0.0000 


0 


0173 


0 


0117 


1.4759 0.6775 


0 


0104 


0 


0164 


0.6350 1.5747 


0 


0000 


0 


.0153 


0.0000 undef 


0 


0069 


0 


.0120 


0.5711 1.7510 


0 


0109 


0 


.0137 


0.7930 1.2610 


0 


0033 


0 


.0000 


undef 0.0000 


0 


.0090 


0 


.0267 


0.3369 2.9678 


0 


.0131 


0 


.0021 


6. 1418 0. 1628 


0 


.0000 


0 


.0000 


undef undef 


0 


.0000 


0 


.0136 


0 . 0000 undef 


0 


,0000 


0 


.0000 


undef undef 


0 


.0128 








0 


.0119 








0 


.0000 








0 


.0000 








0 


.0104 








0 


.0000 









FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0278 
0.0111 
0.0250 
0.0157 
0.0000 
0.0000 
0.0285 
0.0108 
0.0254 
0.0000 
0.0000 
0.0000 
0.0377 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0000 
1595 
0152 
0000 
0070 
0000 
0057 
0065 
0231 
0.0082 
0.0191 
0.0068 
0.0155 
0.0250 



88 



Electronic Northern for SEQ- ID NO.: 82 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesxcle 
Sensory organs 
White blood cells 
Cervix 



0.0351 
0.0576 
0.0337 
0.0659 
0.0801 
0.0441 
0.1072 
0.0201 
0.0661 
0.0428 
0.0572 
0.0460 
0.0416 
0.0290 
.0360 
.0489 
.1371 
.0479 
.0741 
.0203 
.0534 
.0407 
0.0639 
0.0476 
0.0623 
0.0588 
0.0546 
0.0106 



0. 
0. 
0. 
0. 
0. 
0. 
0. 
0. 



u . 


U 4 JO 


0 . 8076 1 . 


2383 


0 . 


f\ A Q Q 

u 4 o y 


1 . 1778 0 , 


84 90 


U . 




2.0391 0 . 


4904 


n 
U . 


1 JO J 


0 . 4871 2 . 


0531 


U . 


nQi Q 
Do ' o 


0 . 9121 1 . 


0963 


0 . 


1203 


0. 3664 2 . 


7294 


0. 


0298 


3.5998 0. 


2778 


0. 


1515 


0.1323 7. 


5568 


0. 


0000 


undef 0. 


0000 


0. 


0582 


0.7353 1 


3600 


0 


0687 


0.8327 1 


2010 


0 


1988 


0.2315 4 


3193 


0 


0634 


0.6555 1 


.5255 


0 


.0613 


0.4727 2 


. 1155 


0 


.0180 


1 . 9989 0 


. 5003 


0 


.0411 


1. 1896 0 


.8406 


0 


.0552 


2 .4829 0 


.4028 


0 


.0000 


undef 0 


.0000 


0 


.0426 


1.7402 0 


.5747 


0 


,0000 


undef 0 


.0000 


0 


.0475 


1.1223 0 


.8911 


0 


.0000 


undef 0 


.0000 



FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0696 
1971 
0500 
0551 
0000 
1040 
0.0427 
0. 1120 
0.1521 
0.0309 
0.1212 
0.0748 
0.0628 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0068 
0,0000 
0.0304 
0.0000 
0.0262 
0.1220' 
0.0285 
0.0356 
0,0309 
0.2211 
0.0502 
0.0615 
0.1471 
0.0125 



89 



NO- 



83 



Electronic Northern for SEQ, ID 

NORMAL TUMOR Ratios 

% frequency % frequency N/T 

Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hemat opo i et ic 
Skin 
Hepatic 
Heart 
Testicles 
Lung 

Stomach-esophagus 
Muscle-skeleton 
Kidney 
Pancreas 
Penis 
Prostate 

Uterus-endometrium 
Uterus-myometr ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



T/N 



0 . 


0156 


0. 


0077 


2.0339 0. 


4917 


0 . 


0307 


0 . 


0169 


1.8147 0. 


5510 


0 . 


0123 


0. 


0165 


0.7415 1. 


3487 


0 . 


0 120 


0 . 


0416 


0.2878 3. 


4745 


0 . 


027 3 


0. 


0176 


1.5526 0. 


6441 


0 . 


0153 


0. 


0324 


0.4733 2. 


1127 


0. 


0192 


0. 


0154 


1.2479 0. 


8013 


0. 


0147 


0. 


0379 


0.3882 2. 


5762 


0. 


0220 


0. 


0000 


undef 0. 


0000 


0. 


0238 


0 


0065 


3.6765 0. 


2720 


0. 


0170 


0 


0137 


1.2336 0 


8107 


0. 


0230 


0 


0234 


0.9839 1 


0163 


0 


0177 


0 


.0204 


0.8637 1 


1579 


0 


0000 


0 


.0153 


0. 0000 undef 


0 


0154 


0 


.0060 


2.5700 0 


. 3891 


0 


0190 


0 


.0000 


undef 0 


. 0000 


0 


0132 


0 


.0166 


0.7977 1 


.2536 


0 


.0240' 


0 


.0000 


undef 0 


.0000 


0 


.0109 


0 


.0106 


1.0236 0 


. 9769 


0 


.0338 


0 


.0000 


undef 0 


.0000 


0 


.0305 


0 


.0000 


undef 0 


.0000 


0 


.0204 


0 


.0000 


undef 0 


.0000 


0 


.0416 










0 


.0208 










0 


.0178 










0 


.0235 










0 


.0087 










0 


.0213 











FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0278 
0. 0056 
0. 0438 
0.0039 
0.0000 
0. 0000 
0. 0427 
0. 0145 
0.0254 
0.0062 
0.0000 
0.0000 
0.0377 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hemat opo i e t i c 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0068 
0.1595 
0051 
0000 
0111 
0122 
0000 
0097 
0000 
0491 
0231 
0342 
0000 
0083 



90 



Electronic Northern for SEQ. ID NO.: 84 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


.0312 


0 


.0153 


2.0339 0 


.4917 


0 


.0192 


0 


.0320 


0.6005 1 


.6654 


0 


.0245 


0 


.0000 


unde £ 0 


.0000 


0 


.0060 


0 


.0416 


0.1439 6 


9469 


0 


0273 


0 


0451 


0.6038 1 


6562 


0 


0230 


0 


0093 


2.4850 0 


4024 


0 


0177 


0 


0164 


1.0799 0 


9260 


0 


0174 


0 


0379 


0.4587 2.1798 


0 


0073 


0 


0000 


undef 0 


0000 


0 


0381 


0 


0065 


5.8824 0 


1700 


0 


0159 


0 


0000 


undef 0 


0000 


0 


0115 


0, 


0351 


0.3280 3 


0489 


0 


0187 


0 


0123 


1.5241 0 


6561 


0 


0000 


0 


0460 


0.0000 undef 


0 


0120 


0. 


0000 


undef 0 


0000 


0 


0109 


0. 


0205 


0.5287 1 


8915 


0 


0083 


0. 


0166 


0. 4986 2 


0057 


0 


0180 


0, 


0000 


undef 0 


0000 


0, 


0131 


0. 


0064 


2.0473 0. 


4885 


0. 


0405 


0. 


0528 


0.7682 1. 


3018 


0. 


0305 


0. 


0204 


1.4964 0. 


6683 


0. 


0102 


0. 


0000 


undef 0. 


0000 


0. 


0128 










0. 


0327 










0. 


0089 










0. 


0000 










0. 


0165 










0. 


0000 











FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0557 
0.0222 
0.0250 
.0118 
.0000 
.0000 
.0249 
.0181 
.0000 
.0062 
0.0242 
0.0249 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hema topo i et ic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus_n 



0272 
0000 
0152 

oooo 

0151 
0000 
0000 
0.0259 
0.0000 
0246 
0341 
0274 
0000 
0125 



0. 
0. 
0. 
0. 
0. 



Electronic Northern for SEQ. ID NO.: 85 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hema t opo i e t i c 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus -endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0. 


0000 


0 


0102 


0 . 0000 undef 


0. 


0051 


0. 


0395 


0.1296 7.7146 


0. 


0092 


0. 


0165 


0.5561 1.7982 


0. 


0030 


0 


0312 


0. 0959 10. 4234 


0, 


0000 


0 


0050 


0. 0000 undef 


0. 


0038 


0 


0139 


0.2761 3.6217 


0, 


0081 


0 


0113 


0.7200 1. 3890 


0 


0027 


0 


0000 


undef 0.0000 


0 


0000 


0 


0000 


undef undef 


0 


0000 


0 


0000 


undef undef 


0 


0074 


0 


0000 


undef 0.0000 


0 


0000 


0 


0117 


0 . 0000 undef 


0 


0062 


0 


0020 


3.0482 0.3281 


0 


0097 


0 


0077 


1.2605 0.7933 


0 


0034 


0 


0120 


0.2856 3.5020 


0 


0027 


0 


0000 


undef 0.0000 


0 


0033 


0 


0000 


undef 0.0000 


0 


0030 


0 


1066 


0.0281 35. 6140 


0 


0044 


0 


0043 


1.0236 0.9769 


0 


0000 


0 


0000 


undef undef 


0 


.0076 


0 


0000 


undef 0 , 0000 


0 


.0153 


0 


0000 


undef 0.0000 


0 


.0000 








0 


.0030 








0 


.0089 








0 


.0000 








0 


.0026 








0 


.0106 • 









FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



.0000 
.0028 
.0000 
. 0039 
.0000 
.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 



STANDARDI Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hema topo i et ic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 

0.0000 

0.0101 

0. 0000 

0. 0087 

0.0244 

0.0057 

0.0032 

O.OOOO 

0.0082 

0.0010 

0.0068 

0.0000 

0.0333 



Electronic Northern for SEQ. ID NO.: 88 

NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus -endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0. 


0195 


0 


0486 


0 


4014 


2.4911 


0. 


0064 


0 


0338 


0 


1890 


5.2900 


0. 


0153 


0 


0165 


0 


9268 


1.0789 


0. 


0030 


0 


0182 


0 


1645 


6,0803 


0. 


0136 


0 


0000 


undef 


0. 0000 


0. 


0134 


0 


0139 


0 


9664 


1.0348 


0. 


0052 


0 


0123 


0 


4200 


2.3811 


0. 


0361 


0 


0379 


0 


9528 


1.0496 


0. 


0184 


0 


0847 


0 


2166 


4.6168 


0. 


0048 


0 


0388 


0 


1225 


8.1599 


0. 


0074 


0 


0962 


0 


0771 


12. 9706 


0. 


0115 


0 


0234 


0 


4920 


2.0326 


0. 


0665 


0 


0573 


1 


1612 


0.8612 


0. 


0193 


0 


0383 


0 


5042 


1.9833 


0. 


0788 


0 


0300 


2 


6271 


0.3807 


0. 


0027 


0 


0068 


0 


3965 


2.5219 


0. 


0116 


0 


0166 


0 


6980 


1.4326 


0. 


0000 


0 


0800 


0 


0000 


undef 


0. 


0065 


0 


0106 


0 


6142 


1.6282 


0. 


0000 


0 


0000 


undef 


undef 


0. 


0000 


0 


0000 


undef 


undef 


0. 


0000 


0 


0954 


0 


0000 


undef 


0. 


0128 












0. 


0089 












0. 


0000 












0. 


0000 












0. 


1682 












0. 


0000 













Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0.0000 
0.0111 
0.0000 
0.0039 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0062 
0.0364 
0.0000 
0.0000 



STANDARDI ZED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0557 
0.0000 
0.0064 
0. 0122 
0.0057 
0.0032 
0.0000 
0.0000 
0. 0000 
0.0000 
0.0000 
0.0125 
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Electronic Northern for SEQ. ID NO.: 89 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Sma 1 1 intes t ine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


. 0039 


0 


. 0128 


U.JUOl J . 4. i f 1 


0 


. 0153 


0 


0038 


*i . uo u . ^ s 4 y 


0 


. 0061 


0 


0000 


unae i. u . uuvJU 


0 


. 0000 


0 


0208 




0 


. 0068 


0 


0025 


^> / 1, f V U.JOOl 


0 


. 0077 


0 


004 6 




0 


. 0052 


0 


0021 




0 


. 0174 


0 




under 0 . 0000 


0 


084 4 


0 . 


W u uu 


under 0 . 0000 


0 


0000 


0 . 


u U O 3 


0 . 0000 under 


0 


0201 


0 . 


Ci^l ^ 
\J £. 1 O 


0 . 7324 1 . 3653 


0 


0000 


0 . 


0117 

U X X ' 


u . uuuu under 


0 


0156 


0 . 


0061 




0 


0000 


0. 


0077 


0 . 0000 undef 


0, 


0034 


0. 


0060 


0. 5711 1.7510 


0. 


0027 


0. 


0000 


undef 0.0000 


0. 


0050 


0. 


0055 


0.8974 1.1143 


0, 


0329 


0, 


1066 


0.3089 3.2376 


0, 


0022 


0. 


0021 


1.0236 0.9769 


0. 


0000 


0. 


0000 


undef undef 


0. 


0076 


0. 


0000 


undef 0 . 0000 


0. 


0000 


0. 


0000 


undef undef 


0. 


0032 








0. 


0030 








0. 


0089 








0. 


0118 








0. 


0121 








0. 


0852 









Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0.0139 
0.0028 
0.0063 
0.0079 
0.0000 
0.0000 
0.0107 
0.0000 
0.0000 
0.0000 
0.0061 
0.0000 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hema t opo i e t i c 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus_n 



0136 
0000 
0000 
0000 
,0087 
,0244 
.0000 
.0000 
.0154 
.0164 
.0020 
.0000 
.0000 



0.0125 
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Electronic Northern for SEQ. ID NO.: 90 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-genera 1 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


.0117 


0 


.0102 


1.1441 0.3741 


0 


.0038 


0 


.0169 


0,2268 4 . 4083 


0 


.0184 


0 


. 0165 


1 . 1122 0 . 8991 


0 


.0000 


0 


. 0182 


0.0000 undef 


0 


.0051 


0 


.0326 


0 . 1567 6.3796 


0 


.0057 


0 


.0093 


0 . 6213 1 . 6096 


0 


. 0067 


0 


. 0062 


1 07QQ n Qo an 


0 


0080 


0 


0000 




0 


0037 


0 


0000 




0 


0000 


0 


0000 




0 


0201 


0 


0000 




0 


0058 


0 


0000 


urid*»f Ci nnnn 

U4 l^^C ^ V * V \J %J \J 


0 


0083 


0 


0143 


0.5806 1.7223 


0 


0000 


0. 


0153 


0. 0000 undef 


0 


0000 


0. 


O060 


0 . 0000 undef 


0. 


0109 


0, 


0137 


0.7930 1.2610 


0. 


0033 


0. 


0000 


undef 0.0000 


0. 


0120 


0. 


0000 


undef 0.0000 


0. 


0065 


0. 


0128 


0. 5118 1 . 9538 


0. 


0000 


0. 


0000 


undef undef 


0. 


0076 


0. 


0068 


1.1223 0.8911 


0. 


0102 


0. 


0000 


undef 0.0000 


0 . 


0000 








0, 


0059 








0. 


0356 








0. 


0118 








0. 


0052 








0. 


0000 









FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0000 
0.0111 
0.0125 
0.0118 
0.0000 
0. 0000 
0.0107 
0.0181 
0. 0000 
0.0124 
0.0061 
0.0000 
0.0126 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus_n 



.0000 
.0000 
.0000 
.0000 
.0064 
.0000 
.0057 
.0130 
0.0231 
0.0164 
0. 0060 
0.0137 
O.OOOO 
0. 0042 



Electronic Northern for SEQ. ID NO. : 91 



NORMAL TUMOR Ra t i O s 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hema t opo i e t i c 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus -endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0. 0078 


0 


.0077 


0. 0051 


0 


.0094 


0.0031 


0 


.0000 


0.0000 


0 


.0156 


0.0119 


0 


.0150 


0.0057 


0 


.0093 


0.0081 


0 


.0082 


0.0120 


0 


.0000 


0.0037 


0 


.0000 


0. 0000 


0 


0065 


0. 0127 


0 


0412 


0.0173 


0 


0000 


0.0073 


0. 


0307 


0.0290 


0. 


0383 


0 . 0086 


0. 


0060 


0. 0054 


0. 


0274 


0.0033 


0. 


0166 


0.0150 


0. 


0533 


0. 0000 


0. 


0106 


0. 0000 


0. 


0000 


0. 0076 


0. 


0068 


0. 0051 


0. 


0000 


0. 0064 






0.0059 






0. 0089 






0. 0000 






0. 0035 






0.0106 







1 . 0170 
0 . 5444 
undef 
0.0000 
0. 7925 
0.6213 
0. 9899 
undef 
undef 
0.0000 
0.3084 
undef 
0.2371 
0.7563 
1.4278 
0.1983 
0. 1994 
0.2808 
0.0000 
undef 
1.1223 
undef 



0. 9933 
1.8368 
0.0000 
undef 
1.2619 
1.6096 
1.0102 
0.0000 
0.0000 
undef 
3.2426 
0.0000 
4 .2179 
1.3222 
0.7004 
5.0439 
5.0142 
3.5614 
undef 
undef 
0.8911 
0.0000 



FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



.0139 
.0028 
.0063 
.0079 
. 0000 
.0000 
.0071- 
.0000 
. 0000 
.0000 
. 0121 
0.0000 
0.0000 



0. 
0. 
0. 
0. 
0. 
0. 
0. 
0, 
0. 
0. 
0. 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0000 
0.0000 
0.0064 
0.0122 
0.0057 
0.0130 
0.0000 
0.0328 
0.0040 
0.0274 
0.0000 
0.0083 



Electronic Northern for SEQ. ID NO.: 92 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


. 0000 


0 


. 0000 


undef unde f 


0 


. 0038 


0 


. 0132 




0 


. 0031 


0 


. 01 65 


U.lob4 5.3945 


0 


. 0000 


0 


.0182 


u , UUUU unciet 


0 


. 0051 


0 


.007 5 


u . 0 / 3^ 1 . 4 7 2 2 


0 


. 0038 


0 


. 0000 


uncez u . uuuo 


0 


• 0015 


u 


. UUUU 


undef 0.0000 


0 


. 0000 


n 


UUUU 


undef undef 


0 


0073 


u 




undef 0.0000 


0 


004 8 


n 




undef 0.0000 


0 


001 1 


\j 


U 1 J / 


0 . 0771 12 . 9706 


0 


0000 


f\ 

u 


uuuu 


undef undef 


0 


0145 


0 


0061 


2. 3708 0.4218 


0 


0000 


0 


0153 


0. 0000 undef 


0, 


0017 


0 


0000 


undef 0.0000 


0. 


0054 


0. 


0000 


undef 0.0000 


0. 


0017 


0. 


0000 


undef 0 . 0000 


0. 


0030 


0. 


0000 


undef 0.0000 


0. 


0000 


0. 


0000 


undef undef 


0. 


0000 


0. 


0000 


undef undef 


0. 


0000 


0. 


0000 


undef undef 


0. 


0051 


0. 


0000 


undef 0.0000 


0. 


0032 








0. 


0000 








0. 


0089 








0. 


0235 








0. 


0139 








0. 


0106 









Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0. 0000 
0. 0000 
0. 0000 
0. 0079 
0.0000 
0.0000 
0. 0000 
0.0036 
0 . 0000 
0.0000 
0.0061 
0. 0000 
0 . 0000 



STANDARDIZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary^t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0068 
0.0000 
0.0000 
0.0000 
0047 
0122 
0000 
0065 
0077 
0164 
0040 
0000 
0000 
0000 
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Electronic Northern for SEQ, ID NO. : 9 3 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopo i e t ic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


. 0000 


0 


• U ^ J 


u . uuuu unae r 


0 


.0077 


0 


• w 1 i. O 


U.DoUr! 1.4694 


Q 


0000 




AA n A 


undef undef 


0 


. 0030 




A 5 ft C 
V ^ 0 O 


U.1047 9.5548 


Q 


.003 4 




A A*? ^ 


0.4 52 8 2.2083 


Q 


.0019 


n 
\J 


A A O 1 


0 . 2071 4.8289 


n 


AAC, Q 
. L/uO ? 


r\ 

u 


0082 


0 . 7200 1 . 38 90 


u 


. uub / 


0 


0000 


undef 0.0000 


A 

\j 




0 . 


0000 


undef undef 


0 
vj 


nnn n - 
• uuu u 


Pi 


A A A A 


undef undef 


Q 


VJVJ *i ^ 


u < 


A AAA 


undef 0 . 0000 


Q 


U 1 X Q 


fk 
u , 




0 . 4 920 2 . 0326 


0 


0021 


0. 


0061 


0.3387 2.9526 


0 


0000 


0. 


0000 


undef undef 


0 


0051 


0. 


0000 


undef 0 . 0000 


0 


0054 


0. 


0068 


0.7930 1,2610 


0 


0017 


0. 


0331 


0.0499 20.0570 


0. 


0090 


0. 


0267 


0.3369 2.9678 


0 


0044 


0. 


0021 


2.0473 0.4885 


0. 


0000 


0. 


0000 


undef undef 


0. 


0000 


0. 


0000 


undef undef 


0. 


0051 


0. 


0000 


undef 0.0000 


0. 


0032 








0. 


0000 








0 . 


0000 








0. 


0000 








0. 


0009 








0. 


0000 









Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0.0000 
0.0028 
0.0063 
0. 0039 
0.0000 
0.0000 
0.0000 
0.0036 
0.0000 
0.0062 
0.0000 
0.0000 
0. 0000 



STANDARD I Z ED / SUBTRACT ED 

LIBRARIES 

% frequency 



Breast 

Ovary^n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0000 
0.0245 
0.0116 
0.0122 
0.0114 
0.0000 
0.0000 
0.0082 
0.0070 
0.0068 
0.0000 
0.0125 
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Electronic Northern for SEQ. ID NO. : 94 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hema t opo i e t i c 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



A 
\J 


. oooo 


0 


. 0051 


0 . 0000 undef 


A 


A 1 1 C 


0 


. 0132 


0. 8750 1. 1429 


U 


A T T 

. <J J J 7 


0 


. 0496 


0. 6797 1 . 4713 


A 
U 


.0030 


0 


. 0390 


0.0768 13.0292 


A 

u 


.0085 


0 


0251 


0. 3396 2 . 9444 




. U f H / 


0 


087 9 


0. 8501 1 . 1763 


A 

U 


. 0007 


0 


0000 


undef 0.0000 


0 


0000 


0 


0000 


undef undef 


0 


0037 


0 


0000 


undef 0.0000 


0 


0048 


0 


0194 


0.2451 4.0800 


0 


0000 


0, 


0000 


undef undef 


0 


0000 


0. 


0351 


0.0000 undef 


0 


0042 


0. 


0143 


0.2903 3. 4446 


0 


0483 


0. 


0077 


6.3027 0.1587 


0 


0000 


0. 


0000 


undef undef 


0. 


0163 


0. 


0137 


1.1896 0. 8406 


0. 


0231 


0. 


0166 


1.3960 0. 7163 


0, 


0000 


0. 


0000 


undef undef 


0. 


0065 


0. 


0106 


0.6142 1. 6282 


0. 


0000 


0. 


0000 


undef undef 


0. 


0000 


0. 


0000 


undef undef 


0. 


0000 


0. 


0000 


unde f unde f 


0. 


0064 








0. 


0119 








0. 


0089 








0. 


0000 








0. 


0000 








0. 


0106 









FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0. 
0. 
0. 
0. 
0, 
0. 
0. 



.0000 
.0083 
.0188 
.0000 
.0000 
.0000 
.0036 
0.0108 
0.0000 
0.0124 
0.0000 
0.0000 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0,0000 
0,0000 
0.0000 
0.0000 
0.0035 
0.0244 
0.0000 
0,0000 
0.0000 
0.0246 
0.0000 
0.0000 
0.0000 
0.0000 
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Electronic Northern for SEQ. ID NO, : 95 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hema t opo i e t i c 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


. 1092 


0 


0460 


2.3729 0 


.4214 


0 


. 0627 


0 


0865 


0. 7249 1 


- 3795 


0 


. 1012 


0 


1158 


0.8739 1 


.1443 


0 


. 0599 


0 


1509 


0.3970 2 


.5190 


0 


0852 


0 


2984 


0.2854 3 


. 5039 


0 


.0900 


0 


0925 


0. 9733 1 


.0274 


0 


1811 


0, 


0637 


2.8450 0 


. 3515 


0 


0521 


0, 


1136 


0. 4587 2 


17 98 


0 


0587 


0, 


0000 


undef 0 


0000 


0 


0809 


0. 


0582 


1. 3889 0 


7200 


0 


1092 


0. 


0962 


1.1344 0 


8815 


0 


0230 


0. 


0234 


0. 9839 1 


0163 


0 


0634 


0. 


1104 


0.5739 1 


7425 


0 


0387 


0. 


04 60 


0.8404 1 


1900 


0 


0463 


0. 


0420 


1.1014 0 


9079 


0. 


0706 


0. 


1369 


0.5155 1 


9400 


0. 


0743 


0. 


1049 


0.7085 1 


4114 


0. 


1467 


0. 


0800 


1.8345 0 


5451 


0. 


0567 


0. 


0873 


0.6491 1 


5405 


0. 


0811 


0. 


0000 


undef 0 


0000 


0. 


1067 


0, 


1155 


0.9242 1. 


0820 


0. 


0204 


0. 


0000 


undef 0, 


0000 


0. 


1407 










0. 


0713 










0. 


0534 










0. 


0353 










0. 


0390 










0. 


0532 











FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



1113 
0694 
0938 
0590 
0000 
0260 
1281 
0397 
0507 
0432 
0485 
0499 
1381 



STANDARD I ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary^t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0068 
0.0000 
0.0253 
0.0000 
0.0116 
0.0122 
0000 
0454 
0077 
0246 
0753 
0205 
0077 
0500 
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Electronic Northern for SEQ. ID NO. : 96 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-genera 1 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0. 
0. 
0. 
0, 
0. 
0. 
0. 
0 . 
0. 
0. 
0. 
0. 
0. 
0. 
0, 
0. 
0. 



0039 
0013 
0031 
0000 
0034 
0057 
0015 
0027 
0000 
0000 
0042 
0000 
0010 
0000 
0000 
0027 
0000 
0.0000 
0.0000 
0.0135 
0.0000 
0000 
0000 
0030 
0000 
0000 
0017 
0000 



0 


.0051 


0.762-3 


1.3111 


0 


.0038 


0.3403 2. 9389 


0 


.0000 


undef 


0. 0000 


0 


.0130 


0. 0000 undef 


0 


.0025 


1 . 3585 0. 7361 


0 


. 0093 


0. 6213 


1 . 6096 


0 


.0041 


0.3600 2.7779 


0 


.0000 


undef 


0.0000 


0 


.0000 


undef 


undef 


0 


0000 


unde f 


undef 


0 


0000 


undef 


0. 0000 


0 


0000 


undef 


undef 


0 


0061 


0.1693 5.9051 


0 


0000 


undef 


undef 


0. 


0000 


undef 


undef 


0. 


0000 


undef 


0.0000 


0. 


0000 


undef 


undef 


0. 


0000 


undef 


undef 


0. 


0000 


undef 


undef 


0. 


0000 


undef 


0.0000 


0. 


0136 


0. 0000 undef 


0. 


0000 


undef 


undef 



FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0000 
0000 
0000 
0079 
0000 
0000 
0000 
0000 
0000 
0000 
0000 
0000 



STANDARD I Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



0.0000 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0 , 0000 
0.0000 
0.0000 
0.0000 
0.0000 
.0000 
,0000 
0000 
0000 
0010 
0000 

oooo 

0042 
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Electronic Northern for SEQ. ID NO.: 97 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopo iet ic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -my ome tr ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


0117 


0 


0102 


1. 1441 0.8741 


0 


0077 


0 


0075 


1. 0208 0, 9796 


0 


0061 


0 


0331 


0, 1854 5.3946 


0, 


0030 


0 


0390 


0. 0768 13.0292 


0 


0051 


0 


0000 


undef 0.0000 


0 


0019 


0 


0093 


0. 2071 4 .8289 


0 


0044 


0 


0154 


0. 2880 3.4724 


0 


0053 


0 


0000 


undef 0 . 0000 


0 


0037 


0 


0000 


undef 0.0000 


0 


0095 


0 


0970 


0.0980 10.1999 


0 


0000 


0 


0000 


undef undef 


0 


0115 


0 


0000 


undef 0.0000 


0 


0789 


0 


0532 


1. 4850 0.6734 


0 


0290 


0 


0077 


3.7816 0.2644 


0 


0000 


0 


0000 


undef undef 


0 


0027 


0 


0205 


0.1322 7.5658 


0 


0033 


0 


0055 


0.5983 1.6714 


0 


0120 


0 


0267 


0. 4493 2.2259 


0 


0153 


0 


0021 


7. 1654 0,1396 


0 


0000 


0 


0000 


undef undef 


0 


.0000 


0 


0000 


undef undef 


0 


0051 


0 


.0000 


undef 0. 0000 


0 


.0096 








0 


.0119 








0 


.0445 








0 


.1411 








0 


.0026 








0 


.1917 









FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0000 
0.0000 
.0000 
.0000 
.0000 
.0000 
.0036 
.0000 
.0000 
.0000 
.0061 
.0000 



0.0000 



STANDARDI ZED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary„t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus_n 



0.0340 
0.0000 
0. 0101 
0.0000 
0.0047 
0.0000 
0.0057 
0.0000 
0.0000 
0.0000 
0.0000 
0.0068 
0.0000 
0.0000 
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Electronic Northern for SEQ. ID NO.: 98 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hema t opo i e t i c 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -my omet r ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 . 


0000 


0 . 


0000 


undef 


undef 


0 . 


0013 


0 . 


0056 


0.2268 


4 .4083 


0 . 


0092 


0 . 


0000 


undef 


0.0000 


0 . 


0000 


0 . 


01 jO 


0 . 0000 undef 


0 . 


0000 


0 . 


0000 


undef 


undef 


0 . 


0000 


A 

u . 




0 . 0000 undef 


0 . 


0007 


0 

U t 


5 1 


0.3600 2.7779 


0 . 


0000 


A 

u . 




undef 


undef 


0 . 


0000 


A 

u 




undef 


undef 


0 . 


0095 


A 

u 


uuu u 


undef 


0.0000 


0 


0011 


A 

u 


0000 


unde f 


0.0000 


0 . 




A 




0 . 0000 undef 


0 


0021 


0 


0020 


1.0161 


0. 9842 


0 


0000 


0 


.0000 


undef 


undef 


0 


0000 


0 


.0000 


undef 


undef 


0 


0027 


0 


.0000 


undef 


0.0000 


0 


.0000 


0 


.0000 


undef 


undef 


0 


.0000 


0 


.0000 


undef 


undef 


0 


.0000 


0 


.0000 


undef 


undef 


0 


.0000 


0 


.0000 


undef 


undef 


0 


.0000 


0 


.0000 


undef 


undef 


0 


.0000 


0 


.0000 


undef 


undef 


0 


.0000 










0 


.0000 










0 


.0000 










0 


.0000 










0 


.0017 










0 


.0000 











FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0000 
0.0028 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0051 
0.0735 
.0000 
.0000 
.0057 
.0000 
.0000 
.0000 
.0010 
.0068 
.0000 
.0083 
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Electronic Northern for SEQ. ID NO.: 99 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -my ometr ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



u 


. U U J 7 


\j 


A A O *C 


1.5254 G . 655 5 






n 


n n CL r 


1.5879 0.6298 


Q 


.0031 


n 


n n n A 
u u u u 


under 0 . 0000 






n 
u 


U 1 3 o 


0.0000 undef 


Q 


. 0051 


n 
u 


A A 9 <^ 

u u z o 


^ . (J J 7 7 U . 4 90 7 


Q 


.0019 


A 

u 


A A 4 


0.4142 2.4145 


f\ 
J 




A 


004 1 


0 . 3600 2,7779 


/^ 
\J 


U U i. J 


A 
U 


A A A A 


undef 0 . 0000 


U 


UU J / 


A 
U 


A A A A 


undef 0.0000 


U 


n r\ n n 
u u u u 


A 
U 


0000 


undef undef 


J 


UU / 4 


0 


0000 


undef 0.0000 


U 


n n n n 


0 


0000 


undef undef 


0 


0031 


0, 


0000 


undef 0.0000 


0 


0097 


0, 


0000 


undef 0.0000 


0 


0103 


0, 


0060 


1 .7133 0. 5837 


0 


0081 


0 


0068 


1,1896 0.8406 


0 


0050 


0. 


0000 


undef 0.0000 


0 


0090 


0 


0000 


undef 0.0000 


0 


0044 


0. 


0064 


0.6824 1.4654 


0 


0000 


0. 


0000 


undef undef 


0 


0000 


0. 


0000 


undef undef 


0 


0051 


0. 


0000 


undef 0.0000 


0 


0064 








0, 


0059 








0. 


0089 








0, 


0000 








0 


0000 








0. 


0000 









FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0000 
0028 
0000 
0000 
0000 
0000 
0036 
0036 
0000 
0000 
0424 
0.0000 
0.0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0204 
0000 
0101 
0000 
0134 
0122 
0000 
0097 
0000 
0164 
0100 
OOOO 
0077 
0042 
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Electronic Northern for SEQ. ID NO.: 100 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



.0312 
.0205 
.0675 
.0060 
. 0051 
. 0862 
.0067 
. 0120 
0.0477 
0.0143 
0.0212 
0.0230 
0.0374 
0.0290 
0.0137 
0. 0054 
0. 0066 
0.0449 
.0240 
. 0068 
.0229 
.0255 
.0384 
.0238 
.0534 
.0235 
. 0303 



0. 
0. 
0. 
0. 
0. 
0. 
0. 
0, 
0. 
0, 
0. 
0. 
0, 



.0179 
. 0244 
.0000 
.0442 
.0025 
.0463 
0.0133 
0.0000 
0.0000 
.0388 
.0412 
. 0234 
.0450 
.0000 
.0600 
.0274 
.0442 
.0267 
.0234 
.0000 
.0136 
.0000 



1.7434 0. 
0.3376 1. 
undef 0. 
0.1354 7. 
2.0377 0. 
1.8638 0. 
0.4984 2. 
undef 
undef 
0.3676 
0.5140 
0.9839 
0.8313 
undef 
0.2284 
0.1983 
0.1496 
1.6847 
1.0236 
undef 
1.6834 
undef 



5736 
1939 
0000 
3832 
4907 
5365 
.0063 
.0000 
.0000 
.7200 
. 9456 
.0163 
.2029 
.0000 
.3775 
.0439 
. 6857 
.5936 
. 9769 
. 0000 
.5940 
.0000 



0.0319 



FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0278 
0028 
0000 
0000 
0000 
0000 
0.0213 
0.0072 
0.0000 
0.0000 
0. 0182 
0.0000 
0.0000 



STANDARDIZED /SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0000 
0000 
0304 
0000 
,0064 
,0122 
,0000 
.0227 
.0309 
.0164 
.0020 
.0137 
.0000 
.0042 
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Electronic Northern for SEQ. ID NO.: 101 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hema t opo i e t i c 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

penis 

Prostate 

Uterus -endometr ium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


. 0039 


0 


.0077 


0.5085 1.9666 


0 


.0000 


0 


.0188 


0.0000 undef 


0 


. 0245 


0 


0000 


undef 0.0000 


0 


.0120 


0 


0442 


0.2709 3,6916 


0 


. 0000 


0 


0025 


0. 0000 undef 


0 


.0134 


0 


0185 


0.7248 1.3797 


0 


.0007 


0 


0072 


0.1029 9.7228 


0 


0321 


0, 


0000 


undef 0 . 0000 


0 


0037 


0 


0000 


undef 0.0000 


0 


0000 


0. 


0129 


0 . 0000 undef 


0 


0021 


0. 


0000 


undef 0.0000 


0 


0000 


0. 


0234 


0. 0000 undef 


0 


0478 


0. 


0450 


1.0623 0.9414 


0 


0676 


0. 


0690 


0.9804 1.0200 


0 


0069 


0. 


0000 


undef 0.0000 


0. 


0000 


0. 


0068 


0.0000 undef 


0. 


0116 


0. 


0055 


2.0940 0.4775 


0. 


0030 


0. 


0000 


undef 0 . 0000 


0. 


0065 


0. 


0128 


0.5118 1. 9538 


0. 


0000 


0. 


0000 


undef undef 


0. 


0000 


0. 


0000 


undef undef 


0. 


0000 


0. 


0000 


undef undef 


0. 


0000 








0. 


0030 








0. 


0000 








0. 


0235 








0. 


1101 








0. 


0106 









FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0,0139 
0.0139 
0.0000 
0.0039 
0.0000 
0.0000 
0.0036 
0.0036 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 



STANDARDI ZED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hemat opo i e t ic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0000 
0.0000 
0.0029 
0.0366 
.0000 
.0000 
.0000 
.0082 
.0000 
.0000 
.0000 
.0000 
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Electronic Northern for SEQ. ID NO,: 102 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometr ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0. 


0234 


0. 


0588 


0 . 3979 2 . 


5129 


0. 


0179 


0. 


0507 


0. 3529 2 . 


8339 


0 . 


0245 


0. 


0000 


undef 0. 


0000 


0 . 


OiBO 


0. 


0546 


0 . 3289 3 . 


0402 


0. 


0324 


0. 


0251 


1 . 2906 0 . 


774 9 


0 . 


0364 


0 . 


0786 


0.4629 2, 


1603 


0 . 


0067 


0 


0216 


0.3086 3. 


2409 


0 . 


0174 


0 


0000 


unde f 0 , 


0000 


0 . 


0110 


0 


0000 


unde f 0 


0000 


0 . 


0048 


0 


0323 


0.1471 6 


7999 


0 , 


0042 


0 


0000 


unde f 0 


0000 


0 


0115 


0 


0117 


0.9839 1 


0163 


0 


0270 


0 


0225 


1.2008 0 


8328 


0 


0290 


0 


0383 


0.7563 1 


.3222 


0 


0034 


0 


. 0060 


0,5711 1 


.7510 


0 


0326 


0 


. 0616 


0.5287 1 


.8915 


0 


0132 


0 


.0607 


0.2176 4 


.5964 


0 


.0060 


0 


.0000 


unde f 0 


.0000 


0 


.0458 


0 


.0617 


0.7412 1 


.3491 


0 


.0068 


0 


.0000 


undef 0 


.0000 


0 


.0152 


0 


.0068 


2.2445 0 


.4455 


0 


,0000 


0 


.0000 


undef undef 


0 


. 0352 










0 


. 0476 










0 


.0356 










0 


.0353 










0 


.0069 










0 


.0106 











T/N 



FETUS 

% frequency 



Develoipment 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0000 
0.0167 
0.0125 
0.0079 
0.0000 
0.0000 
0. 0000 
0.0325 
0.0000 
0.0124 
0.0303 
0.0249 
0.0000 



STAND ARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus_n 



0.0136 
0. 0000 
0.0253 
0.0000 
0169 
0488 
0114 
0000 
0231 
0164 
0100 
0205 
0077 
0083 
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Electronic Northern for SEQ. ID NO. : 103 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hema t opo i e t i c 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -my ometr ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0. 


0351 


0. 


0256 


1.3729 0.7284 


0 . 


0077 


0. 


0094 


0.8166 1.2245 


0, 


0153 


0. 


0000 


undef 0.0000 


0. 


0000 


0. 


0156 


0 . 0000 undef 


0. 


0000 


0. 


0000 


undef undef 


0. 


0211 


0. 


0463 


0.4556 2.1950 


0 


0000 


0. 


0000 


undef undef 


0 


0027 


0. 


0000 


undef 0.0000 


0 


0110 


0. 


0000 


undef 0.0000 


0 


0000 


0. 


0065 


0 . 0000 undef 


0 


0000 


0 


0000 


undef undef 


0 


0000 


0 


0000 


undef undef 


0 


0125 


0 


0204 


0.6096 1.6403 


0 


0290 


0 


0307 


0.9454 1.0578 


0 


OOOO 


0 


0000 


undef undef 


0 


0244 


0 


0068 


3.5687 0.2802 


0 


0066 


0 


0110 


0.5983 1.6714 


0 


0090 


0 


.0000 


undef 0.0000 


0 


.0109 ■ 


0 


.0170 


0.6398 1.5631 


0 


.0000 


0 


.0000 


undef undef 


0 


.0076 


0 


.0000 


undef 0.0000 


0 


.0000 


0 


.0954 


0 . 0000 undef 


0 


.0096 








0 


.0178 








0 


.0178 








0 


.0118 








0 


.0000 








c 


.0000 









Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0.0000 
0.0056 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0062 
0.0242 
0.0000 
0.0000 



STANDARD 1 2 ED / SUBTRACT ED 

LIBRARIES 

% frequency 



Breast 

Ovary^n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0272 
0000 
0101 
0000 
0023 
0122 
0000 
0.0000 
0.0000 
0.0410 
0.0010 
0.0137 
0.0000 
0.0000 
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Electronic Northern for SEQ. ID NO.: 105 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


0312 


0 


0230 


1. 3559 0 


7375 


0 


0435 


0 


0320 


1.3611 0 


7347 


0 


0429 


0 


0165 


2,5952 0 


3853 


0 


0210 


0 


0676 


0.3100 3 


2263 


0 


0341 


0 


0752 


0.4528 2 


2083 


0 


0230 


0 


0185 


1.2425 0 


3048 


0 


0525 


0 


0554 


0. 9466 1 


0564 


0 


0067 


0 


0000 


undef 0 


0000 


0 


0330 


0 


0000 


undef 0 


0000 


0 


014 3 


0 


0259 


0.5515 1 


8133 


0 


0329 


0 


0962 


0.3414 2 


9288 


0 


0115 


0 


0117 


0. 9839 1 


0163 


0 


0166 


0 


0327 


0. 5080 1 


9684 


0 


0193 


0 


0307 


0.6303 1 


5866 


0 


0343 


0 


0240 


1 . 4278 0 


7004 


0 


0624 


0. 


0622 


0.7600 1 


3158 


0 


0182 


0. 


0055 


3.2906 0 


3039 


0 


0419 


0, 


0000 


undef 0 


0000 


0 


0174 


0. 


0405 


0. 4310 2. 


3202 


0 


0135 


0. 


1055 


0. 1280 7, 


3106 


0 


0381 


0. 


0136 


2.8057 0. 


3564 


0, 


0662 


0. 


0954 


0, 6939 1. 


4412 


0 


0608 










0 


0476 










0 


0623 










0, 


0235 










0 


0035 










0. 


0213 











FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0278 
0500 
0876 
0039 
0000 
0000 
0142 
0434 
0000 
0556 
0364 
0.0000 
0. 1130 



STANDARD I ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0101 
0.0490 
0.0047 
0.0488 
0.0000 
0.0356 
0.0154 
0.0410 
0.0402 
0.0205 
0.0000 
0.0375 



Electronic Northern for SEQ. ID NO. : 106 



NORMAL TUMOR 

% frequency % frequency 



Ratios 

N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0. 0195 
0. 0333 
. 0399 
.0150 
.0238 
.0900 
.0067 
.0067 
.0587 
.0143 
.0011 
. 0000 
, 0062 
0.0483 
C. 0000 
0.C733 
0.0694 
. 0090 
. 0109 
. 0270 
.0076 
.0000 
.0576 
.0119 
0.1068 
0.0235 
0. 0061 
0.0319 



0. 
0, 
0. 
0. 
0. 
0. 
0. 
0. 
0. 
0. 
0, 



0. 
0. 
0. 
0. 
0. 
0. 
0. 



0 


. 0639 


0 ^0 ^1 7 OTJt 
v.JwJJ. ^ t 1 i i 


0 


. 0470 




0.1819 


» £■ ^ iJ ± H m ^ O *l ' 


0 


.0702 


0 ^ "io A CQA^ 


0 


. 0903 


V * ^ QH ^ J. f o 0 ' 


0 


. 1110 


0.81111 


0 


.0267 


0.2492 4 . 0126 


0 


.0000 


undef 0.0000 


0 


0000 


undef 0.0000 


0 


0323 


0.4412 2.2666 


0 


0962 


0.0110 90. 7941 


0 


0234 


0. 0000 undef 


0 


0184 


0. 3387 2. 9526 


0. 


3527 


0.1370 7.2985 


0. 


0360 


0. 0000 undef 


c. 


1575 


0.4655 2.1483 


0. 


0276 


2. 5128 0. 3980 


0. 


0533 


0. 1685 5. 9357 


0. 


0255 


0. 4265 2. 3446 


0. 


0000 


undef 0.0000 


0. 


0272 


0.2806 3.5642 


0. 


4771 


0 . 0000 undef 



FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0 
0 
0 
0 
0, 
0, 
0. 
0. 
0. 
0. 
0. 
0. 
0. 



. 0000 
.0111 
.0913 
. 0000 
, 0000 
0000 
0000 
0145 
0000. 
0309 
0121 
0249 
0000 



STANDARD I Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0136 
0.0000 
0.0101 
0.0000 
0122 
4149 
0000 
0000 
0154 
0573 
0040 
0068 
0000 



0.0000 
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Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



NORMAL TUMOR 

% frequency % frequency 



0.0078 
0. 0102 
0.0153 
0.0000 
0.0119 
0.0307 
0.0111 
0.0094 
0 . 0441 
.0095 
.0170 
.0058 
. 0229 
. 0097 
.0034 
. 0190 
.0033 
0.0030 
0 . 0065 
0. 0405 
0.0000 
.0000 
.0096 
.0000 
. 0000 
.0000 
0.0191 
0.0106 



Ratios 
N/T 



T/N 



0. 
0. 
0. 
0. 
0, 
0. 
0. 
0. 



U 


.0204 


0.3814 2 


. 6222 


u 


. 0132 


0.7777 1 


.2858 


0 


. 0000 


undef 0 


.0000 


U 


. 0208 


0 . 0000 undef 


U 


. 0075 


1.5849 0 


. 6309 


0 




3.3134 0 


.3018 


0 


. 0144 


0.7714 1 


.2964 


0 


.0379 


0.2470 4 


. 0483 


0 


.0000 


undef 0 


.0000 


0 


0000 


undef 0 


0000 


0 


0000 


undef 0 


0000 


0, 


0000 


undef 0 


0000 


0. 


0245 


0.9314 1 


0737 


0. 


0000 


undef 0. 


0000 


0. 


0120 


0.2856 3. 


5020 


0. 


0205 


0. 9252 1 . 


0808 


0. 


0110 


0.7479 1. 


3371 


0. 


0267 


0.1123 8. 


9035 


0. 


0106 


0. 6142 1. 


6282 


0. 


0000 


undef 0. 


0000 


0. 


0272 


0. 0000 undef 


0. 


0000 


undef undef 



FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



. 0278 
.0083 
. 0188 
. 0079 
.0000 
. 0000 
.0107 
.0072 
.0254 
0.0185 
0.0000 
0.0000 
0.0000 



STANDARDI ZED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



.0068 
.0000 
.0000 
.0000 
.0041 
.0000 
0.0000 
0.0097 
0.0000 
0.0082 
0.0131 
0 .0068 
0.0000 
0.0125 
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NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



1 
J 


A A A A 


0 


. 0051 


0 . 0000 undef 


u 


A A 1 


A 
U 


.0132 


0.3889 2 


. 5715 


ri 
\J 


A A £ 1 


0 


. 0000 


undef 0 


.0000 


A 
U 


A A A A 


0 


. 0156 


0.0000 undef 


A 
V 


A A 1 i1 


0 


. 0125 


0.2717 3 


. 6805 


A 
U 


A AT T 


0 


0000 


undef 0 


.0000 


0 


. 0037 


0 


0062 


0.6000 1 


.6668 


0 


. 0060 


0 


0000 


undef 0 


.0000 


0 


. 0037 


0 


0000 


undef 0 


0000 


0 


004 8 


0 


0129 


0.3676 2 


7200 


0 


0032 


0 


0000 


undef 0 


0000 


0 


0058 


0 . 


0000 


undef 0 


0000 


0 


0093 


0. 


0123 


0.7621 1 


3122 


0 


0097 


0. 


0153 


0.6303 1 


5866 


0. 


0034 


0. 


0000 


undef 0, 


0000 


0. 


0027 


0. 


0068 


0.3965 2. 


5219 


0. 


0017 


0. 


0055 


0.2991 3 . 


3428 


0. 


0090 


0. 


0267 


0.3369 2. 


9678 


0. 


0392 


0. 


0213 


1 .8425 0. 


5427 


0. 


0000 


0. 


0000 


undef undef 


0. 


0000 


0. 


0000 


undef undef 


0. 


0051 


0. 


0000 


undef 0. 


0000 


0. 


0032 








0. 


0238 










0. 


0000 










0. 


0118 










0, 


0104 










0. 


0106 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0.0000 
0.0056 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0072 
0.0000 
0.0247 
0.0000 
0.0000 
0.0000 



STANDARDIZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0000 
0.0000 
0.0101 
0. 0000 
0.0105 
0.0122 
0.0285 
0.0324 
0.0077 
0.0246 
0.0020 
0.0410 
0.0000 
0.0167 
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NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Ut er us -endomet r ium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



c 


C078 


0 


0102 


0.7627 


I 


3111 


0 


0166 


0 


0262 


0.5898 




6955 


0 


0031 


0 


0000 


undef 


0. 


0000 


0 


0060 


0 


0390 


0. 1535 


6. 


5146 


0 


0392 


0. 


0527 


0.7439 


1 . 


3442 


0 


0153 


0. 


0370 


0.4142 


2. 


4145 


0 


0059 


0 


0072 


0.8228 


1 ^ 


2153 


0 


0080 


0 


0000 


undef 


0 . 


0000 


0 


0110 


0 


0000 


undef 


0 . 


0000 


0 


0000 


0 


0129 


0.0000 


undef 


0 


0064 


0 


0687 


0.0925 


10.8088 


0 


0059 


0 


0000 


undef 


0. 


0000 


0 


0239 


0 


0470 


0.5080 


1 . 


9684 


0 


0000 


0 


0077 


0.0000 


undef 


G 


0120 


0 


0120 


0. 9994 


1 . 


0006 


0 


0299 


0 


0000 


undef 


0. 


0000 


0 


0182 


0 


0110 


1 . 6453 


0. 


6078 


c 


0210 


0 


0000 


undef 


0. 


0000 


0 


03C5 


0 


0106 


2 . 3662 


0 . 


3489 


0 


0203 


0 


1055 


0. 1920 


5 . 


2070 


0 


0076 


0 


0136 


0.5611 


1 . 


7821 


0 


0102 


0 


.0000 


undef 


0 


0000 


0 


0352 












0 


0446 












0 


0267 












0 


0353 












0 


0147 












0 


0106 













FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0000 
0222 
0000 
0197 
0000 
0000 
0178 
0145 
0000 
0185 
0000 
0000 
0126 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0. 0068 
0. 1595 
0.0101 
0000 
0408 
0366 
0000 
0259 
0000 
0410 
0. 0151 
0.0342 
0.0155 
0. 0125 



Electronic Northern for SEQ. ID NO, : 111 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hema t opo i e t ic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



Q 


. U i * ' 


U 


.04 60 


0.254 2 3.9333 


0 


.0192 


/I 


rt T T C 

. 0 J7 b 


0.5104 1 . 9593 


0 


. 0000 


r\ 
U 


.04 96 


0 . 0000 undef 


0 


. 0030 




. J 4 


0.127 9 7 . 8175 


0 


.0017 


U 


. 0000 


undef 0 . 0000 


Q 


. 0000 


U 


r\ n A n 


undef undef 


0 


. 0007 


0 


. 0000 


undef 0 . 0000 


0 


.0013 


0 


. 0000 


undef 0 . 0000 


u 


,0147 


0 


0000 


undef 0.0000 


c 


. 0000 


0 


0065 


0. 0000 undef 




. 0000 


0 


0000 


undef undef 


A 

u 


0058 


0 


0000 


undef 0.0000 


0 


0062 


0. 


0102 


0. 6096 1 . 6403 


0 


0193 


0, 


OOOC 


undef 0.0000 


0 


0000 


0. 


0000 


undef undef 


0 


0271 


0. 


0137 


1. 9826 0. 5044 


0 


0132 


0. 


0221 


0. 5983 1 . 6714 


0 


0030 


0. 


0267 


0. 1123 8 . 9035 


A 

u . 


0240 


0. 


0299 


0.8043 1.2434 


0. 


0000 


0. 


0528 


0 . 0000 undef 


0. 


OGCO 


0. 


0000 


undef undef 


0. 


0000 


0. 


0954 


0. 0000 undef 


0. 


0352 








0, 


0149 








0. 


0089 








0. 


0119 








0. 


0000 








c. 


0106 









Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0 . 0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0 .0000 
0.0000 
0.0000 
0,0000 



STANDARD I ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0.0408 
0. 0000 
0.0608 
0.0000 
0. 0122 
0.0000 
0.0000 
0,0000 
0.0000 
0246 
0000 
0205 
0000 
0000 



114 



Electronic Northern for SEQ. ID NO. : 112 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopo iet ic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -my ometr ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


. 0039 


0 


. 0051 


0. 7627 


1 .3111 


0 


. 00 51 


0 


.0207 


0.2475 


4.04 10 


0 


.0123 


0 


.0000 


undef 


0 . OOCO 


0 


0030 


0 


0338 


0.0986 


11.2920 


0 


. 0017 


0 


0025 


0. 6792 


1.4722 


0 


0038 


0 


0185 


0.2071 


4 . 8289 


0 


0022 


0 


0092 


0.2400 4 . 1669 


0 


0053 


0 


0000 


undef 


0.0000 


0 


0037 


0 


0847 


0.0433 23.0839 


0 


0000 


0 


0000 


undef 


undef 


0 


0053 


0 


0275 


0, 1927 


5. 1882 


0 


0058 


0 


0000 


undef 


0. 0000 


0 


0042 


0 


0041 


1.0161 


0. 9842 


0 


0000 


0, 


0000 


undef 


undef 


0 


0000 


0. 


0000 


undef 


undef 


0 


0109 


0. 


0000 


undef 


0. 0000 


0 


0033 


0. 


0055 


0. 5983 


1 . 6714 


0 


0000 


0. 


0000 


undef 


undef 


0 


0044 


0. 


0000 


ur.de f 


0, 0000 


0 


0135 


0 . 


0000 


undef 


0.0000 


0. 


0000 


0. 


0000 


undef 


unde f 


0. 


0051 


0. 


0000 


undef 


0.0000 


0 . 


0000 










0 . 


0030 










0. 


0178 










0. 


0118 










0- 


0009 










0. 


0213 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 



0. 0000 
0. 0028 
0. 0000 
0 . 0079 
0.0000 
0.0000 
0.0071 
0.0036 
0. 0000 
0.0062 
0, 0000 
0 . 0249 
0.0251 



STANDARD I Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary„t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



.0000 
0000 
0354 
0000 
0035 
0122 
0114 
0000 
0000 
0000 
0020 
0000 
0155 
0375 



Electronic Northern for SEQ. ID NO. : 113 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


.0117 


0 


.04 09 


0 


.2860 3 


. ^ r 0 J 


0 


. 0256 


0 


. 0376 


0 


. 6805 


1 


. 1 b y 4 


0 


. 0399 


0 


. 0000 


undef 


0 


. 0000 


0 


. 0090 


0 


. 0390 


0 


.2303 


4 


. J 4 J i 


0 


.04 77 


0 


. 0702 


0 


. 6792 


1 


yi T T O 


0 


. 0479 


0 


. 0231 


2 


. 0708 


0 


i* o o a 


0 


. 0229 


Q 


• U J n J 


0 


6564 


1 


. 5234 


0 


.0281 


Ci 
w 


u u y u 


undef 


0 


0000 


0 


.062 4 


Q 


n n n r» 
u u u u 


undef 


0 


0000 


0 


004 8 


Q 




0 


1838 


5 


4400 


0 


0519 


Q 




undef 


0 


0000 


0 


0230 


0 


ftp 

\JH DO 


0 


4920 


2. 


0326 


0 


0270 


0 


0491 


0. 


5504 


1 . 


8170 


0 


0387 


0 


0230 


1. 


6807 


0. 


5950 


0. 


0377 


0. 


0840 


0. 


4487 


2. 


2286 


0. 


0462 


0. 


0411 


1. 


1235 


0. 


8901 


0. 


0116 


0. 


0276 


0. 


4188 


2. 


3877 


0. 


0150 


0. 


0533 


0. 


2808 


3. 


5614 


0. 


0283 


0. 


0490 


0. 


5786 


1 . 


7284 


0, 


0541 


0. 


0528 


1. 


0243 


0. 


9763 


0. 


0305 


0. 


0272 


1. 


1223 


0. 


8911 


0. 


0255 


0. 


0000 


undef 


0. 


0000 


0. 


0192 














0. 


0386 














0. 


0267 














0. 


0353 














0. 


0312 














0. 


0213 















FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0139 
0. 0611 
0.0063 
0.0157 
0.0000 
0. 0000 
0.0320 
0.0397 
0.0507 
0.0247 
0.0303 
0, 1247 
0. 0377 



STANDARD I ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0. 0000 
0,1595 
0.0000 
0, 0000 
0. 0029 
0. 0000 
0. 0000 
0.0000 
0. 0000 
0164 
0050 
0068 
0000 
0000 
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Electronic Northern for SEQ. ID NO. : 115 



NORMAL TUMOR 

% frequency % frequency 



Ratios 

N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 . 


0039 


0. 


0051 


0.7 627 1.3111 


0 . 


0000 


0. 


0000 


undef undef 


0 . 


0061 


0. 


0000 


undef 0.0000 


0 . 


0000 


0. 


0702 


0 . 0000 u.ndef 


0 . 


0000 


0. 


0000 


undef unde- 


0 . 


0192 


0, 


0185 


1.0354 0.9658 


0. 


0007 


0. 


0000 


undef 0.0000 


0 . 


0053 


0. 


0000 


undef 0.0000 


0. 


0000 


0 


0000 


undef undef 


0 . 


0000 


0 


0000 


undef undef 


0. 


0000 


0 


0000 


undef undef 


0. 


0058 


0 


0000 


undef 0.0000 


0 


0052 


0 


0020 


2.5402 0.3937 


0 


0193 


0 


0230 


0.8404 1.1900 


0 


0000 


0 


0000 


undef undef 


0 


0000 


0 


0000 


undef undef 


0 


0017 


0 


.0110 


0.1496 6.6857 


0 


0000 


0 


.0000 


undef undef 


0 


. 0065 


0 


.0000 


undef 0.0000 


0 


.0000 


0 


.0000 


undef undef 


0 


. 0000 


0 


.0000 


undef undef 


0 


.0000 


0 


.0954 


0 . 0000 undef 


0 


. 0000 








0 


.0000 








0 


.0000 








0 


,0118 








0 


, 0000 








0 


.0000 









FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0. 
0. 
0. 
0. 
0. 
0. 



0000 
0028 
0000 
0000 
0000 
0000 
0. 0000 
0. 0000 
0000 
0000 
0000 
0000 
0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0000 
0000 
0101 
0000 
0047 
0122 
0114 
,0065 
,0000 
.0000 
.0010 
0,0068 
0.0000 
0.0167 



Electronic Northern for SEQ* ID NO. : 116 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -my ometr ium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0. 


0000 


0. 


0026 


0.0000 


undef 


0 . 


0038 


0. 


0038 


1 . 0208 


0.9796 


0 


C061 


0. 


0165 


0. 3707 


2.6573 


0 


0030 


0. 


0203 


0.1439 


6. 9489 


0 , 


0102 


0. 


0025 


4.0755 


0.2454 


0, 


0057 


0, 


0046 


1 . 2425 


0. 8048 


0. 


0030 


0. 


0031 


0. 9599 


1 .0417 


0. 


0094 


0. 


0000 


undef 


0.0000 


0. 


0000 


0, 


0000 


undef 


undef 


0 


0000 


0. 


0000 


unde f 


undef 


0 


0095 


0, 


0000 


undef 


0.0000 


0 


0058 


0 


0000 


undef 


0.0000 


a 


0073 


0 


0123 


0. 5927 


1. 6872 


0 


0000 


0 


0077 


0. 0000 


undef 


0 


0051 


0 


0000 


undef 


0.0000 


0 


0081 


0 


0068 


1.1896 


0.3406 


0 


0017 


0 


0055 


0.2991 


3.3428 


0 


COCO 


0 


0000 


undef 


undef 


0 


0065 


0 


0021 


3.0709 


0.3256 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0000 


0 


0000 


undef 


undef 


0 


0064 










Q 


0000 










0 


0000 










0 


0000 










0 


. 0078 










0 


. 0000 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0.0000 
0.0056 
0.0000 
0.0039 
0. 0000 
0.0260 
0.0036 
0.0036 
0.0254 
0.0124 
0.0000 
0. 0249 
0. 0000 



STANDARD I ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0. 0000 
0. 0000 
0. 0000 
0. 0000 
0. 0035 
0. 0000 
0. 0000 
0. 0032 
0. 0154 
0. 0082 
0. 0060 
0. 0068 
0. 0000 
0. 0208 



Electronic Northern for SEQ. ID NO.: 117 



NORMAL TUMOR Ratios 

% frequency % frequency N/T 



T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 , 0078 


c 


.0128 


0 . 0 013 


0 


. 0000 


rs A A Q 

w . u u y ^ 


0 


. 0000 


n A A A n 
U . 'J U \J J 


0 


- 0208 


U . V U i f 


0 


. 0000 


A A ^ 1 T 


0 


. 0879 


n A A A 


0 


. 0000 


0 . 0000 


0 


. 0000 


0.0000 


0 


.0000 


0 . 0381 


0 


.0518 


0 . 0000 


0 


0000 


U . 0000 


0 


0000 


0 . 001 0 


0. 


0164 


0.C290 


0. 


0230 


0 . 0000 


0. 


0000 


0 . 0000 


0. 


0000 


0. 3033 


0. 


0110 


0, OCOO 


0. 


0000 


0 . 0022 


0. 


0043 


0. 0000 


0. 


0000 


0. 0000 


0. 


0000 


0, 0G51 


0. 


0000 


0. 0000 






0. 0000 






0. 0000 






0. 0000 






0. 0000 






0. 0000 







0. 6102 1. 6399 
undef C.OOOO 
undef 0.0000 
0 . OOOO undef 
Lindef 0.0000 
0. 5386 1 . 6991 
undef undef 
undef undef 
undef undef 
0.7353 1.3600 
undef undef 
undef undef 
0.0635 15.7470 
1 .2605 0, 7933 
undef undef 
undef undef 
0.2991 3, 3423 
undef undef 
0. 5118 1, 9538 
undef undef 
undef undef 
undef O.OOOO 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0. 0000 
0 . 0000 
0. 0000 
0. 0000 
0. 0000 
0. 0000 
0. 0000 
0. 0000 
0. 0000 
0. 0000 
0. 0000 
0. 0000 
0 . 0000 



STANDARDI Z ED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0. 
0. 
0, 
0. 
0. 
0. 



. 0000 
. 0000 
.0051 
.0000 
.0000 
. 0000 
0, 0000 
0.0000 
0.0000 
0 . 0000 
0. 0000 
0. 0000 
0.0000 
0. 0000 
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Electronic Northern for SEQ. ID NO. : 120 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus -my ometr i um 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



U 


. 0000 


0 


. 0026 


0 . 0000 undef 


U 


.0013 


0 


. 0056 


0. 2268 4 . 4083 


0 


. 003 1 


0 


. 0000 


undef 0.0000 


0 


. 0000 


0 


. 0156 


0. 0000 undef 


u 


. 0000 


0 


. 0000 


undef undef 


r\ 
U 


.0019 


0 


. 004 6 


0.4142 2.4145 


u 


. 0022 


0 


. 0031 


0.7200 1. 3890 


0 


- 0040 


0 


.0000 


undef 0.0000 


0 


. 0073 


0 


.0000 


undef 0.0000 


0 


. 0000 


0 


.0000 


undef undef 


0 


. 0042 


0 


0000 


undef 0.0000 


0 


. 0058 


0 


0000 


undef 0.0000 


0 


0010 


0 


0061 


0.1693 5. 9051 


0 


0097 


0. 


0000 


undef 0.0000 


0 


0017 


0. 


0000 


undef 0.0000 


0 


0027 


0. 


0068 


0.3965 2.5219 


0. 


0000 


0. 


0000 


undef undef 


0. 


0030 


0. 


0000 


undef 0.0000 


0. 


0022 


0. 


0021 


1.0236 0. 9769 


0. 


0000 


0. 


oooo 


undef undef 


0. 


0000 


0. 


0068 


0. 0000 undef 


0. 


0051 


0. 


0000 


undef 0.0000 


0. 


0032 






0. 


0030 








0. 


0000 








0. 


0000 








0. 


0C43 








0. 


0000 









Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0.0000 
0. 0000 
0. 0000 
0.0039 
0. 0000 
0. 0260 
0.0036 
0.0036 
0. 0000 
0. 0062 
0. 0000 
0.0249 
0. 0000 



STANDARD I ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0. 0000 
0. 0000 
0. 0101 
0. 0000 
0. 0023 
0. 0000 
0. 0114 
0000 
0000 
0082 
0000 
0068 
0155 
0000 



120 



Electronic Northern for SEQ. ID NO. : 121 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0. 


0il7 


0. 


0153 


0 .7527 1 . 3111 


0. 


0026 


0. 


0132 


0. 1944 5.1431 


0. 


0031 


0. 


0165 


0 . 1854 5 . 394 6 


c. 


oooo 


0. 


0156 


0 , 0000 uncef 


0. 


GOOD 


0 . 


0000 


undef undef 


0. 


0019 


0 . 


004 6 


0.4142 2.4140 


0. 


0030 


0 . 


0062 


r\ A o r\ r\ ") riQTCi 
0.4bUU ii.UcjD 


0. 


0000 


0 . 


0000 


undef undef 


0 . 


0000 


0 


0000 


undef undef 


0. 


1760 


0 


0518 


3. 4000 U.^y^i 


0 


0021 


0 


0000 


unde L o.uuuu 


0 


0058 


0 


0117 


□ ,4y^U ii.UJ^D 


0 


0010 


0 


0082 


0.1270 7.8735 


0 


0000 


0 


.0077 


0 . OCOO undef 


0 


0188 


0 


.0060 


3.1411 0.3184 


0 


.0081 


0 


.0000 


undef 0.0000 


0 


.0033 


0 


.0000 


undef 0.0000 


0 


.0000 


0 


.0000 


undef undef 


0 


.0174 


0 


.0277 


0.6299 1.5875 


0 


,0000 


0 


.0528 


0 . 0000 undef 


0 


.0000 


0 


.0000 


undef undef 


0 


.0000 


0 


.0954 


0 . 0000 undef 


0 


.0032 








0 


.0119 








0 


.0000 








0 


.0235 








0 


.0009 








0 


. 0000 









FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0000 
0000 
0000 
0000 
0000 
0000 
0071 
0000 
0000 
0000 
0000 
0000 
0000 



STANDARDI ZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0. 
0. 
0. 
0. 
0. 
0. 
0. 



.0000 
. 0000 
.0203 
. 0000 
.0035 
.0000 
.0000 
0. 0000 
0.0000 
0.0000 
0. 0010 
0. 0000 
0. 0000 
0. 0000 



Electronic Northern for SEQ. ID NO. : 12 2 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus-endometrium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


.1053 


0 


.1125 


0, 9361 1 


. 0683 


0 


.1164 


0. 1015 


1 . 14 68 C 


.8720 


0 


.0491 


0 


. 0662 


0. 7415 1 


. 3487 


0 


.0479 


0 


.1015 


0,4723 2 


.1173 


0 


.0562 


ri 
u 


ft O t 1 


2.2415 0 


.4461 


0 


. 1015 


n 

V 


1 T Q D 


0 . 5777 1 


.7311 


0 


.0296 




1 7 T 1 


A 0 T 0 9 Jl 


A C Q 

. J U 0 a 


0 


.0535 


A 
V 


n A A A 


\ ^ T\ a A 

u n a 6 £ U 


0 000 


0 


.2166 


Q 


A A A A 


1 1 t*i /H ^ f A 


A A A A 


0 


.0809 




1 A "5 ^ 


A "7 fl 1 1 


0 O A A 


0 


.4133 


0 


2612 


J> . J O ^ ^ \J 


c J 1 y 


c 


.0748 


0 


0468 


1 . 5989 0 


S 9 C. Jl 


0 


1506 


0 


1227 


1.2278 0 


8145 


0 


2126 


0. 


1073 


1 . 9808 0 


5048 


0 


0805 


0. 


1680 


0.4793 2. 


0863 


0 


0543 


0. 


0890 


0. 6100 1, 


6393 


0. 


0562 


0, 


1712 


0.3281 3. 


0479 


0. 


1497 


0. 


2399 


0.6240 1. 


6026 


0. 


0850 


0. 


0362 


2.3483 0. 


4258 


0. 


0541 


0. 


0000 


undef 0. 


0000 


0. 


0457 


0. 


1019 


0.4489 2. 


2276 


0. 


0560 


0. 


0000 


undef 0. 


0000 


0. 


0991 








0. 


0832 










0. 


0801 










0. 


1059 










0. 


0720 










0. 


0639 











Development 

Gastroxntestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 

% frequency 

0.0835 

0.0361 

0.0063 

0.0433 

0.0000 

0.0000 

0.0961 

0.0867 

0.0761 

0.0309 

0.1151 

0.5994 

0.0251 



STANDARD I Z ED / SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs . 

Uterus n 



0.0544 
0. 0000 
0. 0101 
0.0000 
. 0466 
.0610 
.0000 
.0421 
0.0000 
0.1474 
0.0110 
0.0205 
0.0000 
0.0042 



0. 
0. 
0. 
0. 



Electronic Northern for SEQ. ID NO.: 123 



NORMAL TUMOR Ratios 

% frequency % frequency N/T T/N 



Bladder 
Breast 

Small intestine 
Ovary 

Endocrine tissue 
Gastrointestinal 
Brain 

Hematopoietic 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Penis 

Prostate 

Uterus - endometr ium 
Uterus-myometrium 
Uterus-general 
Breast hyperplasia 
Prostate hyperplasia 
Seminal vesicle 
Sensory organs 
White blood cells 
Cervix 



0 


. 0039 


0 


.0026 


1 . 5254 0 . 6555 


0 


. 0013 


0 


0019 


0 . 6805 1 . 4 694 


c 


. OOti 


0 


0000 


undef 0.0000 


0 


0000 


0 


0182 


0 . 0000 undef 


c 


0017 


0 


0075 


0.2264 4.4166 


0 


0000 


0 


0093 


0 . 0000 undef 


0 


0030 


0 


0021 


1 .4399 0.6945 


0 


0013 


0 


0000 


undef 0.0000 


c 


0037 


0 


0000 


undef 0.0000 


0 


OOGO 


0 


0065 


0 . 0000 undef 




00 5 3 


0 


0000 


undef 0.0000 


\J 


0115 


0 


0000 


undef 0.0000 


0 


0010 


0 


0061 


0, 1693 5. 9051 


0 


0000 


0 


0077 


0 . 0000 undef 


0 


0086 


0 


0060 


1. 4278 0.7004 


0 


0027 


0 


0205 


0. 1322 7 . 5658 


0 


0066 


0 


0055 


1.1966 0.8357 


Q 


0060 


0 


0000 


undef 0.0000 


0 


0044 


0 


0021 


2.0473 0.4885 


0 


0068 


0 


0000 


undef 0.0000 


0 


0076 


0 


0068 


1.1223 0.8911 


0 


0000 


0 


0000 


undef undef 


0 


0064 








0 


0000 








0 


0000 








0 


0000 








0 


0000 








0 


0000 









FETUS 

% frequency 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Suprarenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0 .0000 
0.0028 
0 .0000 
0.0000 

o.oooo 

0.0000 
0 , 0000 
.0000 
.0254 
,0062 
.0182 
.0000 
. 0000 



0. 
0. 
0. 
0. 
0. 
0. 



STANDARDIZED/ SUBTRACTED 

LIBRARIES 

% frequency 



Breast 

Ovary_n 

Ovary_t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles 

Lung 

Nerves 

Prostate 

Sensory Organs 

Uterus n 



0. 0000 
0. 0000 
0, 0000 
. 0000 
.0134 
. 0000 
.0000 
. 0130 
0.0000 
0.0164 
0.0030 
0,0000 
0. 0000 
0 .0125 



Electronic Northern 



B lymphoma 

Blaader 

Breast 

Large intestine 
Small intestine 
Ovary 

EndQcrine tissue 

Brain 

Skin 

Hepatic 

Heart; 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Prostate 

T lymphoma 

Uterus 

White bipod cells 

Hematopoietic 

Pen^s 

Seminal vesicle 
Sensory organs 



258 



NORMA 


L 


TUMOR 


RATIOS 


% 


f req. 


% 


f req. 


N/T T/1 




0 


0025 


0 


0000 


undef 0 0000 




0 


0000 


0 


0047 


0.0000 undfif 




0 


0018 


0 


0014 


1 . 2524 0 . 7 995 




0 


0019 


0 


0000 






0 


0027 


0 


0213 


0.1288 7 . 7 625 




0 


0000 


0 


0167 


0 . 0000 undef 




0 


0064 


0 


0000 


undsf 0 , 0000 




0 


0012 


0 


0010 


1 . 1605 0. 8617 




0 


0000 


0 


0000 






0 


0000 


0 


0000 






0 


0051 


0 


0000 


unds f 0 . 0000 




0 


0080 


0 


0118 


0.67 86 1.4737 




0 


0029 


0 


0000 


undcf 0.0000 




0 


0000 


0 


0000 


undef und«f 




0 


0000 


0 


0037 


0.0000 undef 




0 


0000 


0 


0000 


undef undef 




0 


0017 


0 


0000 


undef 0.0000 




0 


0019 


0 


0000 


undef 0.0000 




0 


0025 


0 


0000 


undef 0.0000 




0 


0000 


0 


0000 


undef undef 




0 


0000 


0 


0000 


undef undef 




0 


0040 










0 


0000 










0 


0000 










0 


0000 









Development 

Gastrointestinal 

Brain 

Hema t opo i e t i c 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Adrenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



FETUS 
% freq, 

0.0139 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0036 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 



Breast 
Breast t 

Large Intestine t 
Ovary n ~ 
Ovary"^ 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles n 

Testicles""t 

Lungs n 

Lungs"t 

Nerves 

Kidney t 

Ovary uterus 

Prostate n 

Sensory Organs 

White blood cells 



STANDARDIZED /SUBTRACTED LIBRARIES 
% frequency 



0.0000 
0. 0000 
0.0000 
0.0000 
0.0000 
0.0000 

0.0035 
0.0122 
0.0000 
0.0194 
0.0000 
0.0000 
0.0098 
0.0000 
0,0030 
0.0000 
0.0000 
0.0121 
0.0000 
0. 0000 



Electronic Northern 



B lymphoma 

Bladder 

Breast 

Large intestine 
Small intestine 
Ovary 

Endocrine tissue 

Brain 

Skin 

Hepatic 

Hear'^: 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Prostate 

T lymphoma 

Uterus 

White bipod ^ cells 

Hematopoietic 

Pen^s 

Seminal vesicle 
Sensory organs 



for Seq. ID: 
NORMAL 
% freq. 



259 

TUMOR 
% freq. 



RATIOS 
N/T T/N 



0 


0000 


0 


0000 


undef 


undef 


0, 


0117 


0 


0023 


4 . 9785 


0.2009 


0. 


0070 


0 


0014 


5.0097 


0.1996 


0. 


0000 


0 


0057 


0.0000 


undef 


0. 


0062 


0 


0000 


undef 


0.0000 


0. 


0000 


0 


0119 


0.0000 


undef 


0- 


0032 


0 


0089 


0.3621 


2.7613 


0. 


0006 


0. 


0000 


undef 


0.0000 


0 . 


0037 


0. 


0000 


undef 


O.OOOO 


0. 


0000 


0 


0000 


unde f 


undef 


0. 


0081 


0. 


0000 


unde f 


0 .0000 


0. 


0000 


0 


0000 


undef 


unde f 


0. 


0019 


0. 


0000 


undef 


0.0000 


0. 


0145 


0. 


0000 


undef 


0.0000 


0. 


0000 


0. 


0037 


0.0000 


unde f 


0. 


0022 


0 


0000 


undef 


0.0000 


0. 


0017 


0. 


0000 


undef 


0.0000 


0. 


0019 


0, 


0000 


undef 


0.0000 


0. 


0025 


0 


0075 


0.3381 


2 . 9576 


0. 


0059 


0 


0138 


0.4284 


2.3344 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0027 










0. 


0080 










0, 


0141 










0. 


0000 











FETUS 
% freq. 



Development . 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Adrenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



0.0000 
0. 0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0071 
0.0000 
0,0000 
0.0062 
0.0061 
0.0000 
0.0000 



Breast 
Breast t 

Large "tntestine t 
Ovary n 
Ovary ^ 

Endocrine tissue 
Fetal . 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Test^^cles n 

Testicles^t 

Lungs n 

Lungs^t 

Nerves 

Kidney t 

Ovary nterus 

Prostaite n 

Sensory ?5rgans 

White blood cells 



STANDARDIZED/ SUBTRACTED LIBRARIES 
% frequency 



0. 0000 
0. 0000 
0. 0000 
0. 0000 
0. 0000 
0.0245 
0.0070 
0.0122 
0. 0000 
0.0065 
0.0084 
0.0000 
0.0195 
0.0000 
0.0000 
0.0000 
0.0000 
0.0061 
0. 0000 
0. 0000 



125 



Electronic Northern 



B lymphoma 
Blaader 
Breast . 

Large intestine 
Small intestine 
Ovary 

Endocrine tissue 

Brain 

Skin 

Hepatic 

Hear^ 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Prostate 

T lymphoma 

Uterus 

White blood cells 

Hematopoietic 

Penis 

Seminal vesicle 
Sensory organs 



Sea* 


ID: 


260 






NORMAL 


TUMOR 


RATIOS 


% freq. 


% 


freq. 


N/T T/N 


0 . 


0000 


0 . 


0000 


undef undfif 


0. 


0000 


0 . 


0023 


0 . 0000 undef 


0 . 


0062 


0 . 


0000 


undef 0 . 0000 


. 0 . 


0019 


0. 


0085 


0 .224 3 4 . 4 591 


0 . 


0000 


0 . 


0000 


undef undef 


0 


0000 


0 . 


0525 


0 . 0000 undef 


0 


0032 


0 


0071 


0 . 4527 2 . 2091 


0 


0023 


0 


0020 


1 . 1 605 0.8617 


0 


0000 


0 


0000 


undef undef 


c 


0000 


0 


0063 


0 . 0000 unde f 


0 


0051 


0 


0000 


undef 0. 0000 


0 


0000 


0 


0000 


undef undef 


0 


0088 


0 


0037 


2 . 3680 0 . 4223 


0 


0000 


0 


0000 


undef undef 


0 


001? 


0 


0000 


undef 0.0000 


0 


0022 


0 


0000 


undef 0.0000 


0 


0083 


0 


0000 


undef 0.0000 


0 


0028 


0 


.0013 


2. 1706 0. 4607 


0 


0051 


0 


.0224 


0. 2254 4 . 4364 


0 


.0015 


0 


.0000 


undef 0.0000 


0 


.0027 


0 


.0304 


0.0902 11.0896 


0.0013 








0 


.0000 








0 


.00-70 








0 


. 0000 









FETUS 
% freq. 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Adrenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



Breast 
Breast t 

Large "tntestine t 
Ovary n ~ 
Ovary"^ 

Endocrine tissue 
Fetal , 

Gastrointestinal 

Heipiatopoietic 

Skin-muscle 

Testicles n 

Testicles~t 

Lungs n 

Lungs~t 

Nerves 

Kidney t 

Ovary Uterus 

Prostcfte n 

Sensory Organs 

White blood cells 



0.0139 
0.0000 
0.0000 
0.0000 
0.0000 
0-0000 
0.0107 
0.0036 
0.0000 
O.0O62 
0.0000 
0.0000 
0.0251 

STANDARDIZED/ SUBTRACTED LIBRARIES 
% frequency 

0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0, 0098 
0.0000 
0, 0000 
0.0065 
0.0000 
0.0000 
0.0000 
0.0000 
0.0060 
0.0000 
0.0113 
0.0000 
0.0000 
0.0000 



• 1. ^ 



Electronic Northern 



B lymphoma 

Blaader 

Breast 

Large intestine 
Small intestine 
Ovary 

Endpcrine tissue 

Brain 

Skin 

Hepatic 

Heart: 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Prostate 

T lymphoma 

Uterus 

White bipod cells 

Hematopoietic 

Penis 

Seminal vesicle 
Sensory organs 



for Seq. ID: 
NORMAL 
% freq. 



0. 0025 
0. 0000 
0. 0009 
0. 0000 
0. 0027 
0. 0000 
0. 0000 
0. 0006 
0. 0000 
0. 0000 
0.0010 
0. 0000 
0. 0000 
0. 0000 
0.0000 
0. 0000 
0.0000 
0. 0019 
0.0051 
0.0015 
0.0034 
0.0013 
0.0000 
0 . O07O 
0. 0000 



261 

TUMOR 
% freq. 



0.0000 
0.0000 
0, 0014 
0. 0000 
0,0000 
0.0191 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0,0000 
0.0000 
0.0055 
0. 0000 
0.0000 
0.0000 
0.0000 



RATIOS 
N/T T/N 



undef 

undef 

0.6262 

undef 

undef 

0.0000 

undef 

undef 

undef 

undef 

undef 

undef 

undef 

undef 

undef 

undef 

0. 0000 

undef 

undef 

undef 

undef 



0. 0000 

undef 

1 .5969 

undef 

0. 0000 

undef 

undef 

0. 0000 

undef 

undef 

0.0000 

undef 

undef 

undef 

undef 

undef 

undef 

0.0000 

0.0000 

0.0000 

0.0000 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Adrenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



Breast 
Breast t 

Large "tntestine t 
Ovary n "* 
Ovary"^ 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles n 

Testicles~t 

Lungs n " 

Lungs~t 

Nerves 

Kidney t 

Ovary uterus 

Prostate n 

Sensory Organs 

White blood cells 



FETUS 
% freq, 

0.0000 
0. 0000 
0.0189 
0 . 0000 
0.0000 
0.0000 
0. 0000 
0 . 0000 
0.0000 
0. 0000 
0.0000 
0.0000 
0.0000 



STANDARD I Z ED /SUBTRACTED 
0.0000 * frequency 

0.0000 
0.0000 
0.0000 
0.0000 
0. 0000 
0.0023 
0.0000 
0. 0000 
0.0000 
0.0000 
0. 0000 
0.0000 
0,0000 
0.0000 
0.0000 
0. 0023 
0.0061 
0. 0000 
0.0000 



LIBRARIES 



127 



Electronic Northern 
Breast 

Large intestine 
small intestine 

Endpcrine tissue 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophaqus 

Pancreas 
Prostate 
T lymphoma 
Uterus 

White bipod cells 

Hematopoietic 

Pen^.s 

Seminal vesicle 
Sensory organs 



for Seq. id: 
NORflAL 
* freq. 



0. 0150 
0,0156 
0.0158 
0.0038 
0. 0110 
0. 0178 
0.0064 
0. 0081 
0. 0110 
0.0139 
0. 0193 
0. 0080 
0.0175 
0. 0000 
0. 0017 
0. 0045 
0. 0132 
0. 0104 
0. 0101 
0. 0192 
0. 0055 
0.0067 
0.0080 
0. 0070 
0. 0118 



262 

TUMOR 
% freq, 

0. coco 

0.0023 
0.0056 
0. 0028 
0.0320 
0,0334 
0.0213 
0.0060 
0.0000 
0. 0190 
0. 0000 
0. 0118 
0.0129 
0. 0064 
0. 0111 
0. 0096 
0. 0000 
0. 0091 
0.0149 
0.0230 
0.0304 



RATIOS 
N/T T/N 

undef 0.0000 
6. 6380 0. 1506 
2.8179 0.3549 
i. 3456 0. 7432 
0.3435 2.9109 
0.5333 1.8752 
0.3018 3.3136 
i.3539 0.7386 
undef 0.0000 
0.7324 1.3653 
undef 0.0000 
0.6786 1.4737 
3531 0. 7390 

0. 0000 undef 

0.1546 6.4671 

0.4642 2.1540 

undef 0.0000 

1.1370 0.8795 

0. 6762 1. 4788 

0.8353 1.1971 

0.1803 5.5448 



Development 
Gastrointestinal 

Hematopoietic 

Skin 

Hepatic 

g®^J*^-t>lood vessels 

K?§^2?' ^^^"^ 
Placenta 
Prostate 
Sensory organs 



Breast 
Breast t 

o^a?? ;"^««tine_t 

Ovary""^ 

l^gocrine tissue 

Hematopoietic 
Sicin-muscle 
Test^^cles n 
Testicles-t 
Lungs n — 
Lungs~t 
Nervesr 
Kidney t 
Ovary Uterus 
Prostr^- 



FETUS 
% freq, 

0. 0000 
0.0056 
0. 0000 
0.0275 
0.0000 
0. 0000 
0. 0142 
0. 0000 
0.0254 
0.0124 
0.0121 
0. 0000 
0.0251 



STANDARDIZED^SUBTRACTED LIBRARIES 



--w^iate n 



0. 0000 
0. 0000 
0.0000 
0.0000 
0.0203 
0. 0000 
0.0162 
0.0122 
0.0000 
0.0454 
0.0125 
0. 0000 
0.0000 
0.0000 
0.0100 
0.0000 
0.0293 
0.0000 
0.0000 
0.0000 



cells 
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B Ivmphoma 

Blaader 

Breast. 

Large intestine 
Small intestine 
Ovary 

Endpcrme tissue 

Brain 

Skin . 

Hepatic 

Hear^ 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Prostate 

T lymphoma 

Uterus 

White bipod. cells 
Hematopoietic 
Pen^s . ^ 

Seminal vesicle 
Sensory organs 



for Seq, ID: 
NORMAL 
% freq. 



0125 
0039 
0114 
0211 
0082 
0089 
0161 
0.0211 
0. 0110 
0. 0046 
0. 0162 
0. 0080 
0. 0136 
0.0072 
0. 01S8 
0.0157 
0. 0083 
0.0123 
0. 0000 
0.0077 
0. 0082 
0. 0094 
0.0107 
0.0070 
0.0235 



263 

TUMOR 
% freq. 

0.0136 

0.0188 

0.0281 

0.0142 

0.0000 

0 .0286 

0.0151 

0.0110 

0.0000 

0.0127 
0 .0000 
0.0178 
0.0111 
0.0128 
0. 0185 
0.0145 
0.0221 
0.0039 
0.0149 
0.0230 
0.0000 



RATIOS 
N/T T/N 



0.9198 
0.2075 
0. 4070 
1., 4801 
undef 

0. 3111 
1.0599 

1 . 9234 
undef 
0. 3562 
undef 

0. 4523 

1, 2278 
0. 5666 
1 . 0206 
1 . 0831 
0.3739 
3.1352 
0.0000 
0.3368 
undef 



1.0872 
4 . 8204 
2.4568 
0.6756 
0 .0000 
3.2147 
0.9435 
0. 5199 
0 .0000 
2 .7307 
0. 0000 
2. 2108 
0.8145 
1 .7648 
0. 9799 
0. 9232 
2.6743 
0. 3190 
undef 
2.9694 
0.0000 



Development . 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Adrenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



Breast 
Breast t 

Large "tntestine_t 
Ovary n 
Ovary~t 

Endocrine tissue 

Fetal . ^ ^. , 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Test4.cles_n 

Testicles_t 

Lungs n 

Lungs^t 

Nerved 

Kidney t 

Ovary uterus 

Prostate n 

Sensory Z5rgans 

White blood cells 



FETUS 
% freq- 

0.0000 
0.0111 
0.0000 
0.0039 
0.0000 
0.0260 
0.0107 
0.0072 
0.0000 
0.0124 
0.0000 
0.0000 
0.0000 



STANDARDIZED/ SUBTRACTED LIBRARIES 
% frequency 



0,0000 
0.0000 
0.0000 
0.1595 
0.0203 
0.0000 
0.0069 
0.0488 
0.0000 
0.0032 
0.0167 
0.0000 
0.0195 
0.0000 
0.0060 
0.0000 
0.0158 
0.0061 
0.0000 
0.0000 
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B lymphoma 

Blaader 

Breast 

Large intestine 
Small intestine 
Ovary 

Endpcrine tissue 

Brain 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Myscle-skeleton 

Kidney 

Pancreas 

Prostate 

T lymphoma 

Uterus 

White bl9od cells 
Hema t opo 1 e t i c 
Pen^s 

Seminal vesicle 
Sensory organs 



for Seq. ID; 
NORMAL 
% freq. 



264 

TUMOR 
% freq, 



RATIOS 
N/T T/N 



0 


0150 


0 


0136 


1 . 1037 0 


9060 


Q 




0 


0211 


1 • 2907 0 


774 8 


u 




Q 


wo 


n '1 £ 1 fl o 

U . J 0 1 0 4. 


T "1 Q 
/ O J 3 


A 

u 


02 68 


ft 


ft 7 ^fi 


1.0466 0 


a ^ c 


(-1 


ft 1 


ft 


uuuu 


undcf 0 


ftftftft 


f\ 

V 


ftftP Q 


Q 


n ^rt 1 

UDU 1 


n 1 "77 P 6, 
U . 1 / / D 3 


0^3 3 


ft 


ft 1 Q ^ 






1 1 ft ft 


1 1 <i J 


0 


00 4 1 


0 


ft 1 Cft 


0.2539 3 


9391 


Q 


00*7 3 


0 


0000 




0000 


0 


0465 


0 


0254 


1. 8311 0 


5461 


0 


0091 


0 


0412 


0. 2215 4 


5144 


0 


0120 


0 


0000 


undef 0 


0000 


0 


0204 


0 


0185 


1. 1050 0 


9049 


0 


0290 


0 


0384 


0.7557 1 


3233 


0 


0069 


0 


0185 


0.3711 2 


6946 


0 


0537 


0 


0289 


1. 8570 0 


5385 


0 


0380 


0 


0110 


3. 4403 0 


2907 


0 


0330 


0 


0130 


2. 5323 0 


3949 


0 


0051 


0 


0075 


0. 6762 1 


4788 


0 


0148 


0 


0138 


1. 0709 0 


9338 


0 


0075 


0 


0000 


undef 0 


.0000 


0 


0147 










0 


0054 










0 


0000 










0 


0235 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Adrenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



Breast 
Breast t 

Large "tntestine t 
Ovary n ~ 
Ovary~'t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skm-muscle 

Testicles n 

Testicles^t 

Lungs n ^ 

Lungs""t 

Nerves 

Kidney t 

Ovary Uterus 

Prostate n 

Sensory ?5rgans 

White blood cells 



FETUS 
% freq. 

0,0000 

0.0093 

0. 0000 

0.0039 

0. 0000 

0.0000 

0. 0000 

0.0000 
0. 0000 
0.0062 
0.0121 
0.0249 
0.0000 



STANDARDI Z ED / SUBTRACTED 
% frequency 

0.0204 
0. 0000 
0.0000 
0. 0000 
O.OlOX 
0.0000 
0.0017 
0. 0244 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0.0040 
0. 0000 
0.0090 
0. 0121 
0.0000 
0.0000 



LIBRARIES 
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B lymphoma 
Blaader 
Breast . 

Large intestine 
Small intestine 
Ovary 

Endpcrine tissue 

Brain 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Prostate 

T lymphoma 

Uterus 

White blood cells 
Hemat opo let i c 
Pen^s 

Seminal vesicle 
Sensory organs 



for Seq. ID: 
NORMAL 
% freq. 



0.0000 
0.0117 
0. 0141 
0,0920 
0.0247 
0.0208 
0.0016 
0.0000 
0.0000 
0.0000 
0.0000 
0.0000 
0. 0165 
0.0362 
.0000 
. 0000 
, 0000 
.0207 
.0025 
.0030 
.0000 
.0027 
0.0000 
0.0915 
0. 0118 



265 

TUMOR 
% freq. 



0.0272 

0.0023 

0.0155 

0.0968 

0. 0000 

0.0882 

0. 0000 

0.0010 

0.0000 

0. 0444 

0. 0000 

0.0000 

0.0111 

0.0128 

0.0000 

0 . 0000 

0.0166 

0.0352 

0.0000 

0. 0000 

0.0000 



RATIOS 
N/T T/N 



0,0000 

4 . 9785 

0. 9109 

0.9498 

undef 

0.2354 

undef 

0.0000 

undef 

0.0000 

undef 

undef 

1 .4909 

2. 8338 

undef 

undef 

0.0000 

0. 5895 

undef 

undef 

undef 



undef 
0. 2009 
1.0979 
1 . 0528 
0.0000 
4.2478 
0.0000 
undef 
undef 
undef 
undef 
undef 
0. 6707 
0.3529 
undef 
undef 
undef 
1 . 6963 
0.0000 
0.0000 
undef 



Development 

Gastrointestinal 

Brain 

Hemat opo let ic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Adrenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



Breast 
Breast t 

Large "Intestine t 

Ovary n 

Ovary"""t 

Endocrine tissue 
Fetal . 

Gastrointestinal 

Heifiatopoietic 

Skin-muscle 

Testicles n 

Testicles""t 

Lungs n ~ 

Lungs~t 

Nerved 

Kidney t 

Ovary uterus 

Prostate n 

Sensory Organs 

White blood cells 



FETUS 
% freq, 

0.0000 

0.0278 

0.0000 

0.0000 

0, 0000 

0.0000 
0.0000 
0.01O8 
0.0000 
0.0000 
0.0000 
0.0000 

o.oooo 



STANDARDIZED/ SUBTRACTED LIBRARIES 
% frequency 



0. 0000 
0 . 0000 
0. 0000 
0. 0000 
0.0253 
0. 0000 
0. 0023 
0.0244 
0. 0000 
0. 0000 
0. 0084 
0. 0000 
0.0293 
0. 0000 
0.0000 
0.0000 
0.0113 
0.0182 
0.0000 
0.0000 
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B lymphoma 

Bladder 

Breast 

Large intestine 
Small intestine 
Ovary 

Endpcrine tissue 

Brain 

Skin 

Hepatic 

Hear^ 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Prostate 

T lymphoma 

Uterus 

White bipod cells 

Hematopoietic 

Penq^s 

Seminal vesicle 
Sensory organs 



for Seq. ID: 
NORMAL 
% freq. 
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TUMOR 
% freq, 



RATIOS 
N/T T/N 





. uu^s 


0 


. 0000 


undef 


0.0000 


n 




0 


. 0000 


undef 


undef 


0 


.0114 


0 


. 0000 


undef 


0. 0000 


u 


. 0000 


0 


. 0000 


undef 


undef 


0 


0055 


0 


. 0000 


undef 


0.0000 


0 


0059 


0 


0525 


0. 1131 


8 .8401 


0 


0161 


0 


0035 


4 . 5268 0.2209 


0 


0017 


0 


0000 


undef 


0 . 0000 


0 


007 3 


0 


0000 


undef 


0.0000 


0 


0000 


0 


0000 


undef 


undef 


0 


0071 


0 


0000 


undef 


0.0000 


0 


0000 


0 


0000 


undef 


undef 


0 


0049 


0 


0037 


1-3155 0.7601 


0 


OOCO 


0 


0000 


undef 


undef 


0 


0017 


0 


0000 


undef 


0. 0000 


0 


0470 


0 


0048 


9.7491 


0. 1026 


0 


0033 


0, 


0000 


undef 


0. 0000 


0. 


0019 


0. 


0000 


undef 


0. 0000 


0. 


0000 


0. 


0000 


undef 


undef 


0. 


0044 


0. 


0046 


0. 9638 


1.0375 


0. 


0007 


0. 


0000 


undef 


0.0000 


0. 


0000 










0. 


0080 










0. 


0000 










0. 


0000 











FETUS 
% freq. 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Adrenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



Breast 
Breast t 

Large tntestine t 
Ovary n 
Ovary"^ 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles n 

Testicles""t 

Lungs n ~ 

Lungs*~t 

Nerves 

Kidney t 

Ovary Uterus 

Prostate n 

Sensory Organs 

White blood cells 



0.0000 
0. 0000 
0. 0000 
0.0039 
0. 0000 
0. 0000 
0.0000 
0.0000 
0. 0000 
0. 0000 
0. 0000 
0.0000 
0. 0000 



STANDARD I ZED /SUBTRACTED LIBRARIES 
% frequency 

. 0.0068 
. 0.0000 
. 0.0000 
. 0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0000 

0.0020 

0.0000 

0.0023 

0.0000 

0.0000 

0.0000 
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Breast 
Larae intestine 
Ovtiy ^"testine 
Endpcrine tissue 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Pancreas 
Prostate 
T lymphoma 
Uterus 

White bipod cells 

Hematopoietic 

Penis 

Seminal vesicle 
Sensory organs 



for Seq. id: 
NORMAL 
% freq. 



0. 0050 
0. 0000 
0, 0026 
0.0000 
0.00S5 
0.0000 
0. 0000 
0. 0029 
0.0000 
0. 0000 
0.0030 
0. 0040 
0.0049 
0. 0000 
0.0034 
0. 0000 
0.0000 
0. 0028 
0.0000 
0. 0000 
0. 0007 
0. 0000 
0.0054 
0. 0000 

0. cooo 



267 

TUMOR 
% freq, 

C. 0000 
0. 0070 
0. 0014 
0. 0000 
0 . 0000 
0. 0119 
0. 0000 
0. 0010 
0.0394 
0. 0000 
0. 0000 
0. 0000 
0. 0000 
0. 0000 
0. 0000 
0. 0048 
0. 0000 
0. 0000 
0. 0000 
0. 0000 
0. 0000 



RATIOS 
N/T T/N 



undef 0.0000 
0. 0000 undef 
1-8786 0,5323 
undef undef 
undef 0.0000 
0. 0000 undef 
undef undef 
2. 9013 0. 3447 
0,0000 undef 
undef undef 
0 . 0000 
0 . 0000 
0 . 0000 
undef 
0 . 0000 



undef 
undef 
undef 
undef 
undef 



0. 0000 undef 
undef undef 



undef 
undef 
undef 
undef 



0. 0000 
undef 
undef 
0, 0000 



Development 

Gastrointestinal 
Brain 

Hematopoietic 
SKin 

Hepatic 

2^^^t-blood vessels 

Placenta 
Prostate 
Sensory organs 

Breast 
Breast t 

Ova?J ;"testine_t 

Ovary~t 

f^gocrine tissue 

Gastrointestinal 
Hematopoietic 
Skin7muscle 
Testicles n 
Testicles"t 
Lungs n " 
Lungs"t 
Nerves 
Kidney t 
Ovary uterus 
Prosta:te n 
Sensory ?5rgans 
White blood cells 



FETUS 
% freq, 

0. 0000 

0. 0000 

0.0063 

0.0079 

0. 0000 
0. 0000 
0. 0000 
0. 0000 
0.0000 
0.0000 
0. 0000 
0. 0499 
0.0000 



STANDARDIZED/SUBTRACTED LIBRARIES 
* frequency 



0.0000 
0.0000 
0. 0000 
0. 0000 
0. 0000 
0. 0000 
0.0035 
0.0000 
0. 0000 
0. 0000 
0.0042 
0.0000 
0. 0000 
0. 0000 
0. 0010 
0. 0000 
0.0023 
0. 0000 
0.0000 
0.0000 
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B lymphoma 

BlaSder 

Breast 

Large intestine 
Small intestine 
Ovary 

Endocrine tissue 

Brain 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Prostate 

T lymphoma 

Uterus 

White bipod cells 

Hematopoietic 

Penis 

Seminal vesicle 
Sensory organs 



for Seq. ID: 
NORMAL 
% freq. 



268 

TUMOR 
% freq. 



RATIOS 
N/T T/N 



0. 0025 

0.0117 

0. 0088 

0.0192 

0.0192 

0.0030 

O.0L93 

0. 0081 

0.0184 

0,0093 

0.0112 

0. 0040 

0.0126 

0.0072 

0.0120 

0,0157 

0. 0050 

0.0104 

0. 0051 

0.0163 

0. 0110 

0.0027 

0.0054 

0.0000 

0. 0000 



0. 
0. 
0. 
0. 
0. 
0. 



0.0000 
0.0094 
.0253 
.0028 
.0213 
.0143 
.0035 
.0249 
0.0000 
0.0063 
0,0000 
0.0118 
0.0037 
O.OOOO 
0,0037 
0.0048 
0,0110 
0.0052 
0.0000 
0.0092 
0.0000 



andef 
1 . 2446 
0.3479 
6. 7278 
0. 9018 
0.2074 
5.4321 
0. 3249 
undef 
1 .4649 
undef 
0.3393 
3. 4204 
undef 
3.2472 
3. 2497 
0. 4487 
1 . 9897 0 . 
undef 0. 
1 .7670 0. 
undef 0. 



.0000 
. 8035 
.874 4 
. 1486 
. 1089 
. 8219 
. 1841 
0774 
0000 
6826 
0000 
9475 
2924 
0000 
3080 
3077 
2285 
5026 
0000 
5659 
0000 



FETUS 
% freq. 



Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Adrenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



Breast 
Breast t 

Large "Intestine t 
Ovary n 
Ovary"^ 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles n 

Testicles];^t 

Lungs n 

Lungs~t 

Nerves 

Kidney t 

Ovary Uterus 

Prost^^te n 

Sensory Z5rgans 

White blood cells 



0.0139 
0.0056 
0.0063 
0. 0000 
0.0000 
0. 0000 
0.0036 
0. 0036 
0.0000 
0.0124 
0.0121 
0.0000 



0.0000 



STANDARDIZED/ SUBTRACTED LIBRARIES 
% frequency 



0. 0000 
0.0000 
0. 0000 
0. 0000 
0.0051 
0. 0000 
0. 0023 
0. 0122 
0. 0257 
0. 0032 
0. 0000 
0. 0000 
0.0000 
0. 0000 
0.0010 
. 0000 
.0023 
. 0243 
.0000 
. 0000 
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B lymphoma 

Bladder 

Breast 

Large intestine 
Small intestine 
Ovary 

Endocrine tissue 

Brain 

Skin 

Hepatic 

Heart 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Prostate 

T lymphoma 

Uterus 

White bipod cells 

Hematopoietic 

Penis 

Seminal vesicle 
Sensory organs 



for Seq. ID: 
NORMAL 



269 

TUMOR 



RATIOS 



9c "f Terr 




N /T 

AN / X 


0. 002S 


0 . 0000 


uiiuei u . uuuu 


0.0156 


0 . 004 7 


U.JUiJ 


0. 0079 


0,0014 




0 . 0096 


0 . 0057 


i . bo^U U . 594 5 


0. 0000 


0 OOOO 




0. 0030 


0.0191 


0 I'i'^^*; ii'?©! 

V ■. -m. 3 J 


0 . 0064 


0 . 0018 




0. 0058 


0 . 0060 




0 . 0037 


u . uuuu 


undef 0 . OOOO 


0 0000 


n n 1 5 T 

yJ . \J±£ f 


0 . OOOO undef 


0 . 0091 


n nnn A 
u . uuuu 


undef 0.0000 


0 . O080 


w . U\J\J\J 


unde f 0 . OOOO 


0.0068 


0.0037 


1. 8417 0. 5430 


0.0000 


0. 0064 


0. OOOO undef 


0.0034 


0.0111 


0.3093 3.2335 


0.0045 


0. 0000 


undef 0.0000 


0. 0083 


0.0110 


0.7479 1.3371 


0.0057 


0.0117 


0.4823 2.0732 


0.0025 


0.0000 


undef 0.0000 


0. 0044 


0.0092 


0. 4819 2.0750 


0.0034 


0.0000 


undef 0.0000 


0.0027 






0.0188 






0.0141 






0.0118 







Development . 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Adrenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



Breast 
Breast t 

Large tntestine t 
Ovary n 
Ovary"'^ 

Endocrine tissue 
Fetal , 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Test^-cles n 

Testicles~t 

Lungs n 

Lungs~t 

Nerves 

Kidney t 

Ovary Uterus 

Prostate n 

Sensory Organs 

White blood cells 



FETUS 
% freq. 

0. OOOO 
0.0028 
0.0000 
0.0039 
0. OOOO 
0.0000 
0.0107 
0.0036 
0. OOOO 
0.0000 
0.0061 
0.0000 
0-0000 



STANDARDIZED/ SUBTRACTED LIBRARIES 
% frequency 



OOOO 
OOOO 
OOOO 
.0000 
.0152 
.0000 
.0006 
.0000 
0.0000 
0.0032 
0.0000 
0.0000 
0.0000 
0.0000 
0.0020 
0.0000 
0.0068 
0.0000 
0.0077 
0.0000 
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B lymphoma 
Blaader 
Breast . 

Large intestine 
Small intestine 
Ovary 

Endpcrine tissue 

Brain 

Skin 

Hepatic 

Heart: 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Prostate 

T lymphoma 

Uterus 

White blood cells 

Hematopoietic 

Penis 

Seminal vesicle 
Sensory organs 



for Seq, ID: 
NORMAL 
% freq. 



270 

TUMOR 
% freq. 



RATIOS 
N/T T/N 



0.0075 


0 


.0000 


undef 0 


.0000 


0 


.0156 


0 


. 0047 


3.3190 0 


. 3013 


0 


.0167 


0 


.0197 


0.8499 1 


.1767 


0 


.0307 


0 


.0199 


1.537B 0 


.6503 


0 


.0082 


0 


.0213 


0.3865 2 


5875 


0 


.0059 


0 


.0334 


0. 1778 5 


6255 


0 


.0321 


0 


.0248 


1.2934 0 


7732 


0 


.0365 


0 


.0170 


2.1504 0 


4650 


0 


.0257 


0 


0000 


undef 0 


0000 


0 


0000 


0 


0127 


0.0000 undef 


0 


0426 


0 


0000 


undef 0 


0000 


0 


0161 


0 


0118 


1.3571 0. 


7369 


0 


0272 


0 


0222 


1.2278 0. 


8144 


0 


0072 


0 


0000 


unde f 0 . 


0000 


0 


0137 


0. 


0074 


1.8555 0. 


5389 


0 


0246 


0. 


0145 


1.7022 0. 


5875 


0. 


0050 


0. 


0000 


undef 0, 


0000 


0. 


0179 


0. 


0065 


2.7494 0. 


3637 


0. 


0177 


0. 


0672 


0,2630 3. 


8026 


0. 


0118 


0. 


0046 


2.5703 0. 


3891 


0. 


0219 


0. 


0000 


undef 0. 


0000 


0. 


0147 










0. 


0188 










0. 


0281 










0. 


0000 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Adrenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



Breast 
Breast t 

Large "Intestine t 
Ovary n ~ 
Ovary~'t 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles n 

Testicles~t 

Lungs n 

Lungs~t 

Nerves 

Kidney t 

Ovary uterus 

Prostate n 

Sensory Organs 

White blood cells 



FETUS 
% freq. 

0.0000 
0.0167 
0.0188 
0.0079 
0.0000 
0,0000 
0.0356 
0.0108 
0.0254 
0.0124 
0.0182 
0.0249 
0.0000 

STANDARDIZED /SUBTRACTED LIBRARIES 
% frequency 

0.0066 
0.0000 
0.0000 
0.1595 
0.0000 
0.0000 
0.0110 
0.0122 
0.0000 
0.0227 
0.0125 
0. 0000 
0,0195 
0.0000 
0,0281 
0.0000 
0.0068 
0.0061 
0.0232 
0.0000 
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B Ivmphoma 

Bladder 

Breast. 

Large intestine 
Small intestine 
Ovary 

Endpcrine tissue 

Brain 

Skin 

Hepatic 

Hear't 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Prostate 

T lymphoma 

Uterus 

White bipod cells 
Hema t opo let i c 
Pen^.s 

Seminal vesicle 
Sensory organs 



for Seq, ID: 
NORMAL 
% freq. 
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TUMOR 
% freq, 



RATIOS 
N/T T/N 



Q 


0125 


U 


0407 


0.3066 3 


2 61'' 


Q 


C ** 1 7 


0 


0164 


0,7112 1 


4 0 61 


n 
u 


n 1 0 1 
u J 


0 


0098 


1.2524 0 


7985 


Q 




0 


0057 


1.00 92 0 


9909 


u 


\JXO0 


0 


0000 


undef 0 


0000 


0 


0030 


0 


014 3 


0 . 207 4 4 


8219 


u 


A AO £ 


0 


0195 


0.4 938 2 


0250 


0 


012 2 


0 


0070 


1 . 7408 0 


574 5 


u 


A 1 1 A 


0 


0000 


undef 0 


0000 


0 


0093 


0 


0000 


undef 0 


0000 


0 


0071 


0 


0137 


0.5169 1 


9347 


0 


0201 


0 


0059 


3. 3928 0 


2947 


0 


0117 


0 


0148 


0.7893 1 


2669 


0 


0072 


0 


0320 


0.2267 4 


4110 


0 


0086 


0 


0000 


undef 0 


0000 


0 


0045 


0. 


0096 


0. 4642 2 


1540 


0 


0017 


0 


0055 


0.2992 3 


3427 


0 


0066 


0. 


0117 


0.5627 1 


7770 


0 


0126 


0, 


0149 


0.8453 1 


1830 


0 


0059 


0 


0322 


0. 1836 5 


44 69 


0 


0062 


0 


0304 


0.2029 4 


9287 


0 


0107 










0 


0000 










0 


0141 










0 


0235 











Development 

Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Adrenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



Breast 
Breast t 

Large "tntestine t 
Ovary n ~ 
Ovary^t^ 

Endocrine tissue 
Fetal 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles n 

Testicles~t 

Lungs n 

Lungs^t 

Nerves 

Kidney t 

Ovary Uterus 

ProstcTte n 

Sensory Organs 

White blood cells 



FETUS 
% freq. 

0.0000 
0.0111 
0.0250 
0.0118 
0.0000 
0.0000 
0.0071 
0.0036 
0. 0000 
0.0124 
0.0061 
0.0000 
0. 0000 



STANDARDIZED /SUBTRACTED LIBRARIES 
% frequency 

0. 0000 
0.0000 
0.0000 
0.0000 
0.0152 
0. 0000 
0.0220 
0.0000 
0. 0000 
0.0421 
0. 0000 
0.0000 
0. 0000 
0. 0000 
0, 0211 
0. 0000 
0.0248 
0.0000 
0.0232 
0.0000 
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B lymphoma 

Bladder 

Breast 

Large intestine 
Small intestine 
Ovary 

Endpcrine tissue 

Brain 

Skin 

Hepatic 

Hear^ 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 

Pancreas 

Prostate 

T lymphoma 

Uterus 

White bipod cells 

Hematopoietic 

Penj-S 

Seminal vesicle 
Sensory organs 



for Seq. ID: 
NORMAL 
% freq. 



0.0025 
0.0039 
0.0246 
0.0287 
0.0082 
0.0148 
0.0161 
0.0220 
0.0110 
0. 0000 
0.0132 
0.0040 
0.0214 
0.0000 
0.0069 
0.0134 
0.0264 
0.0075 
0.0227 
0.0059 
0.0082 
0.0053 
0.0161 
0.0141 
0.0000 
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TUMOR 
% freq. 



RATIOS 
N/T T/N 



0.0136 
0.0117 
0.0070 
0.0399 
0.0426 
0.0381 
0.0266 
0.0130 
0.0000 
0.0381 
0.0000 
0.0000 
0.0129 
0. 0064 
0.0000 
0.0193 
0.0276 
0.0104 
0.0373 
0.0138 
0.0607 



0. 1840 

0.3319 

3.5068 

0. 7208 

0.1932 

0.3689 

0.6036 

1. 6961 

undef 

0,0000 

undef 

undef 

1.6538 

0.0000 

imdef 

0. 6964 

0.9573 

0.7235 

0. 6086 

0. 4284 

0.1353 



5.4361 

3.0130 

0.2852 

1.3873 

5.1750 

2.5717 

1.6568 

0.5896 

0.0000 

undef 

0.0000 

0.0000 

0. 6047 

undef 

0.0000 

1. 4 360 

1.0446 

1.3821 

1.6431 

2.3344 

7.3931 
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Gastrointestinal 

Brain 

Hema t opo i e 1 1 c 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Adrenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



Breast 
Breast t 

Large "tntestine t 
Ovary n 
Ovary"t^ 

Endocrine tissue 
Fetal . 

Gastrointestinal 

Hematopoietic 

Skin-muscle 

Testicles n 

Testicles~t 

Lungs n 

Lungs~t 

Nerves 

Kidney t 

Ovary Uterus 

Prostate n 

Sensory ZSrgans 

White blood cells 



FETUS 
% freq. 

0.0278 
0.0056 
0.0375 
0.0039 

o.oooo 

0.0000 

0.0142 

0.0036 

0.0254 

0.0124 

0.0061 

0.0499 

0.0000 

STANDARDIZED/ SUBTRACTED LIBRARIES 
% frequency 

0.0136 
0.0000 
0.0000 
0. 0000 
0.0000 
0.0000 
0.0052 
0.0244 
0.0000 
0.0000 
0.0000 
0.0000 
0.0195 
0.0000 
0.0121 
0.0000 
0.0000 
0.0061 
0.0000 
0.0000 
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B lymphoma 

Blaader 

Breast 

Large intestine 
Small intestine 
Ovary 

Endpcrine tissue 

Brain 

Skin . 

Hepatic 

Hear't 

Testicles 

Lung 

Stomach-esophagus 

Muscle-skeleton 

Kidney 
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T lymphoma 
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Sensory organs 



for Seq. ID: 
NORMAL 
% freq. 
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TUMOR 
% freq. 



RATIOS 
N/T T/N 



0 


0025 


0 


. 0000 


undef 0 


. 0000 


0 


0078 


0 


. 0188 


0.4 149 2 


. 4104 


0 


007 9 


0 


.0112 


0. 7045 1 


.4195 


0 


0019 


Q 


. 0057 


0.3364 2 


. 9727 


0 


0055 


0 


0000 


undef 0 


.0000 


Q 




u 


021 5 


0. 1383 7 


2328 


0 


0080 


u 


00S3 


1, 5089 0 


6627 


0 


004 1 


u 


0070 


0.5803 1 


7234 


0 


014 7 




uuuu 


unde f 0 


0000 


0 


0046 


0 


0000 


unde f 0 


0000 


0 


0203 


0 


0000 


undef 0 


0000 


0, 


0000 


0 


0355 


0. 0000 undef 


0. 


0039 


0 


0111 


0.3508 2 


8506 


0. 


0145 


0 


0128 


1 . 1335 0 


8822 


0. 


0120 


0. 


0074 


1,6236 0 


6159 


0. 
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0. 


0048 


0. 0000 undef 


0. 
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0. 


0276 


0. 0000 undef 


0. 


0085 


0. 


0065 


1.3023 0 


7679 


0. 


0303 


0. 


0149 


2.0287 0 


4929 


0. 


0133 


0. 


0092 


1 .4458 0. 


6917 


0. 


0205 


0. 


0000 


undef 0. 


0000 
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0054 
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Gastrointestinal 

Brain 

Hematopoietic 

Skin 

Hepatic 

Heart-blood vessels 
Lung 

Adrenal gland 
Kidney 
Placenta 
Prostate 
Sensory organs 



Breast 
Breast t 

Large 'tntestine_t 

Ovary n 

Ovary""^ 

Endocrine tissue 
Fetal 

Gastrointestinal 

Heipatopoietic 

Skm-muscle 

Testicles n 

Testicles""t 

Lungs n " 

Lungs~t 

Nerves 

Kidney t 

Ovary Uterus 

Prostate n 

Sensory ^5rgans 

White blood cells 



FETUS 
% freq. 

0.0000 
0.0028 
0.0063 
0.0118 
0. 0000 
0.0000 
0.0213 
0.0145 
0.0000 
0.0124 
0.0061 
0.0000 
0.0000 



STANDARDIZED /SUBTRACTED LIBRARIES 
% frequency 



0.0068 
0.0000 
0. 0000 
0.0000 
0, 0152 
0.0245 
0. 0023 
0.0000 
0.0000 
0.0065 
0.0000 
0.0000 
0.0098 
.0000 
. 0060 
.0000 
. 0090 
.0000 
.0000 
.0000 



2.2. Fisher Test 

In order to decide whether a partial sequence S of a gene 
occurs significantly more often or less often in a library for 
normal tissue than in a library for degenerated tissue. Fisher's 
exact test, a standard statistical process, is carried out (Hays, 
W. L,, (1991) Statistics, Harcourt Brace College Publishers, Fort 
Worth) . 

The null hypothesis reads: The two libraries cannot be 
distinguished with respect to the frequency of sequences 
homologous to S. If the null hypothesis can be rejected with 
high enough certainty, the gene belonging to S is accepted as an 
advantageous candidate for a cancer gene, and in the next step an 
attempt is made to achieve lengthening of its sequence. 

Example 3 

Automatic lengthening of the partial sequence 

Automatic lengthening of partial sequence S is completed in 
three steps: 

1. Determination of all sequences homologous to S from the 
total set of available sequences using BLAST 

2. Asseiabling these sequences by means of the standard program 
GAP4 (Bonfield, J. K. ; Smith, K. F. and Staden, R. (1995), 
Nucleic Acids Research 23 4992-4999) {contig formation) • 

3. Computation of a consensus sequence C from the assembled 
sequences . 

The consensus sequence C will generally be longer than 
initial sequence S, Its electronic Northern Blot will 
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accordingly deviate from that for S. A repeated Fisher test 
decides whether the alternative hypothesis of deviation from a 
uniform expression in the two libraries can be maintained. If 
this is the case, an attempt is made to lengthen C in the same 
way as S. This iteration is continued with consensus sequences 
C. (i: iteration index) obtained in each case until the 
alternative hypothesis is rejected (if Exit; truncation 
criterion I) or until automatic lengthening is no longer possible 
(while > C..^; truncation criterion II). 

In the case of truncation criterion II, with the consens\is 
sequence present after the last iteration, a complete or roughly 
complete sequence of a gene which can be related to cancer with 
high statistical certainty is acquired. 

Analogously to the above-described examples, it was possible 
to find from ovarian tumor tissue the nucleic acid sequences 
described in Table I. 

Furthermore, for the individual nucleic acid sequences, it 
was possible to determine the peptide sequences (ORFs) that are 
listed in Table II, in which no peptide can be assigned to a few 
nucleic acid sequences and more than one peptide can be assigned 
to some nucleic acid sequences. As already mentioned above, both 
the determined nucleic acid sequences and the peptide sequences 
assigned to the nucleic acid sequences are the subject of this 
invention. 



Exeunple 4 

Mapping of nucleic acid sequences on the human genome 

Human genes were mapped using the Stanford G3 Hybrid Panel 
(Stewart et al., 1997), which is marketed by Research Genetics, 
Huntsville, Alabama. This panel consists of 83 different genomic 
DNAs of human-hamster hybrid cell lines and allows resolution of 
500 kilobases. The hybrid cell lines were obtained by fusion of 
irradiated diploid human cells with cells of the Chinese hamster. 
The retention pattern of the human chromosome fragments is 
determined by means of gene-specific primers in a polymerase 
chain reaction and is analyzed using software available from the 
Stanford RH server (http://www.stanford.edu/RH/rhserver_form2. 
html) . This program determines the STS marker that is nearest to 
the desired gene. The corresponding cytogenetic band was 
determined using the "Mapview" program of the Genome Database 
(GDB) , (http://gdbwww.dkfz-heidelberg.de) . 

In addition to mapping of genes on the human chromosome set 
by various experimental methods, it is possible to determine the 
location of genes on this by biocomputer methods. To do this, 
the known program e-PCR was used (Schuler GD (1998) Electronic 
PGR: Bridging the gap between genome mapping and genome 
sequencing. Trends Biotechnol 16: 456-459, Schuler GD (1997). 
Sequence mapping by electronic PGR. Genome Res. 7: 541-550). 
The database used here no longer corresponds to the one cited in 
the literature, but is a further development which includes data 
from the public database RHdb (http://www.ebi.ac.uk/RHdb/- 
index.html) . Analogously to the mapping by the hybrid panels. 



the results were evaluated with the above-mentioned software and 
the software of the Whitehead Institute 

(http: / /carbon. wi.mit.edu:8000/cgi-bin/contig/rhinapper. pi) . 
Example 5 

Obtaining genomic DNA sequences (BAC clones) 

The genomic BAC clones that contain the corresponding cDNAs 
(http:/ /www. tree •caltech.edu/; Shizuya, H. ; B. Birren, U- J • Kim, 
V. Mancino, T. Slepak, Y. Tachiiri, M. Simon (1992) Proc. Natl. 
Acad. Sci., USA 89: 8794-8797) were isolated with the procedure 
of "down-to-the-well. " In this procedure, a library consisting 
of BAC clones (the library covers roughly 3x the human genome) is 
moved into a certain raster, so that the DNA of these clones with 
a specific PCR can be studied. In doing so, "pooling" of the DNA 
of different BAC clones takes place. Combinatorial analysis 
makes it possible to determine the clones that contain the 
desired DNA. By fixing the clones, the address of the clones in 
the library can be determined. This address together with the 
name of the library which is being used unequivocally fixes the 
clones and thus the DNA sequence of these clones. 

The following examples explain the successful isolation of 
the genomic BAC clones without limiting them thereto. 

The libraries used were CITB B and CITB C: 
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Sea> ID No. 



Identified BACs 



4 


1 95/N/3 


206/P/3 


384/1/3 


323/G/9 


5 


222/B/10 


404/E/10 


526/F/20 


565/P/1 1 


9 


501/U21 








11 


490/P/4 


321/1/23 


410/F/5 


443/N/20 


19 


311/A/19 


505/F/17 


216/D/8 


219/C/22 


29 


382/N/10 


539/IJ7 






31 


530/D/1 1 








35 


503/N/10 








37 


547/D/16 


215/P/16 


439/K/6 




39 


216/L/9 


512/F/5 


203/J/15 




45 


205/K/7 


250/H/22 


283/C/17 


528/B/20 


80 


371/A/20 


470/U3 


495/L/3 




92 


254/M/9 


376/0/12 


421/L/18 


429/J/19 


112 


243/0/14 


520/K/15 


565/J/17 


565/J/24 
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TABLE I 

Col. 1 - Seq. ID No. 
Col. 2 - Expression 
Col. 3 - Function 
Col. 4 - Modules 

Col. 5 - Cytogenetic localization 
Col. 6 - Nearest marker 




TABLE I 



Seq. 

ID 

No. 


Expression 


Function 


1 


Overexpressed in ovarian 
tumor tissue 


Unknown 


2 


Overexpressed in ovarian 
tumor tissue 


Unknown 


3 


Overexpressed in ovarian 
tumor tissue 


Unknown 


4 


Overexpressed in ovarian 
tumor tissue 


P52rlPK 


5 


Overexpressed in ovarian 
tumor tissue 


Unknown 


6 


Overexpressed in ovarian 
tumor tissue 


Unknown 


7 


Overexpressed in ovarian 
tumor tissue 


Unknown 


8 


Overexpressed in ovarian 
tumor tissue 


Unknown 


9 


Overexpressed in ovarian 
tumor tissue 


Unknown 


10 


Overexpressed in ovarian 
tumor tissue 


Unknown 


12 


Overexpressed in ovarian 
tumor tissue 


Unknown 


13 


Overexpressed in ovarian 
tumor tissue 


Unknown 


15 


Overexpressed in ovarian 
tumor tissue 


Unknown 


16 


Overexpressed in ovarian 
tumor tissue 


Unknown 


18 


Overexpressed in ovarian 
tumor tissue 


Unknown 


19 


Overexpressed in ovarian 
tumor tissue 


Unknown 



wo 99/53040 



# 146 0 



PCT/DE99/01087 



Q) 

J*: 

CO 

e 
« 

c 



CM 

oo 
Q ^ 
(b' CO 

CM . - 
CM 9 

o 

oS 

CO Q 



CD 



O 

cn O 
T- CM 

S2 

CO O 
r-* ^* - 

CM i^i cn 
CO ;g m 

§ T 
O § ^ 
cn < § 



o 
O 
X 

CO 

CO 

o 
cn 



CO 



CO 
CM 
CM 
CO 

6 
O 
X 
CO 

CO 

CO 



O 
O 
X 



to 
o 



o 

ID 
CO 
00 

Q 

• 

00 
CM 
00 

CO 
00 

Q 

CM 
O 

o 

CM 
CO 
I 

o 
(5 

X 

CO 



CO 
in 
a 
II 

C7> 
CO 

o 
o 

CM 



00 



CO 



CO 



CO 



o 
o 

X 

CO 



ir> 

CO ^ 

CO o 
in Q 

Q Q 

Si 



CO 
CO 

CO 



Q 

CO 



O 

CD 
CO 

6 
c:) 

X 

ICO 



03 

c 

0) 
Oi 

a 
"% 
O 



CO 

o. 



CO 



CO 
CO 
CM 



CNI 

CM 

cx 

CM 



Q. 



CO 

cr 



CO 
CO 

cr 

CO 



cr 

00 



cr 



in 

CO 
CM 



CO 



CO 
CM 



CO 
CM 

a. 

CO 



CM 
CM 

cr 
eg 



O 



CM 



CM 

in 



CO 

cr 



T3 
O 



c 
c 

CO 

0) 
X) 

c 

3 



X 

o 
cr 

o' 

q: 

CL 



CO 



c 
c 
ca 

c 

3 



C 
C 
CD 

c 

3 



LU 
-J 
-J 
UJ 
CD 



c 
o 

(7) 

(O 

0) 
v_ 

CL 
X 
UJ 



cn-C 

if 

3 ■ 

O o> 



O 
OJTT 

il 

^ s- 
5 « 

O 03 



0) 

<u 
o . 

e . 

O QJ 



0) 

cntr 

11 

O o> 



5 

a 

S» 
o 
E 
3 
■c 

CO 

> 
O 



o> 

o • 

E , 
3 

> 

o 



o 

O ' 

E . 

3 
CO 

> 
O 



0) 

Q> 

V. 

O ■ 

E , 
3 

CO 
> 

O 



I 

O)' 

o ■ 

E , 
3 

"C 
CO 

> 
O 
c 



CD 



0) 
0) 

o 

ii 

^ Q. 

5 s 

O 0) 



cr 

a> o 
CO z 



CO 



Sea* 

ID 

No. 


Expression 


Function 


20 


Overexpressed in ovarian 
tumor tissue 


Unknown 


21 


Overexpressed in ovarian 
tumor tissue 


Unknown 


22 


Overexpressed in ovarian 
tumor tissue 


Unknown 


23 


Overexpressed in ovarian 
tumor tissue 


Unknown 


24 


Overexpressed in ovarian 
tumor tissue 


Unknown 


25 


Overexpressed in ovarian 
tumor tissue 


Branchio-oto-renal 
syndrome candidate gene 


26 


Overexpressed in ovarian 
tumor tissue 


Unknown 


27 


Overexpressed in ovarian 
tumor tissue 


Unknown 


28 


Overexpressed in ovarian 
tumor tissue 


Unknown 


29 


Overexpressed in ovarian 
tumor tissue 


Unknown 


30 


Overexpressed in ovarian 
tumor tissue 


Unknown 


31 


Overexpressed in ovarian 
tumor tissue 


Unknown 


32 


Overexpressed in ovarian 
tumor tissue 


Partially homologous to R. 
norvegicus calpain 


33 


Overexpressed in ovarian 
tumor tissue 


Partially homologous to 
human mRNA for fungal 
sterol-C5-desaturase 
homo log 


34 


Overexpressed in ovarian 
tumor tissue 


Partially homologous to 
human GPx-3 mRNA for 
plasma glutathione 
peroxidase 


35 


Overexpressed in ovarian 
tumor tissue 


Partially homologous to 
homo sapiens CHD2 mRNA 




wo 99/53040 PCT/DE99/01087 



nearest marker 


SHGC-34629 (SHGC-30855. SGC32794) 


AFM308yf1 (D3S2363. D3S3669) 


SHGC-37054 




WI-3094 1 ;SGC3094 1 ; D4S1 580-D4S427 


0) 

CM 
O 

o 

LL 
< 


SHGC-64257 


SHGC-31370 (SHGC-35547-SHGC- 
35513) 


CdaOwfll, TIGR-A001X23;D10S607- 
D10S201 


WI-1 4303; D 1 1 S4 1 36-D 11 S 1 3 1 4 ;; TIG R- 

A005U01;D11S913- 

D11S1314/RH:SHGC-14407 


SHGC-14339 


(D 
> 
o 

CM 
CO 

^ 


SHGC-3992 (D1S2550-D1S2568) 


WI-19895; D11S924-D11S925 


SHGC-10972 


jE 
00 

o 
< 


Cylogenetische 
Lokalisation 


CO 
CM 

a- 

CO 

cvi 

CM 

cr 

CO 


3q26.33-q29 


7q11.23 




CO 
CjT 

00 
CM 

cr 


7q32.3-q33 


17q23.3 


17p12-p13-2 


CO 
CM 
CM 

a- 
o 


to 

CO 

cr 

CO 

a- 


7p21.3 


12p12.3 


1q41 


11q23.3 


5q33.1 


19ql3.13- 
q13.2 


Module 














NLS_BP 














Thymosin 


GSHPx 




Funktion 


unbekannt 


unbekannt 


unbekannt 


unbekannt 


unbekannt , 


Branchio-oto-renal syndrome 
candidate gene 


unbekannt 


unbekannt 


unbekannt 


unbekannt 


lunbekannl 


unbekannt 


Partielles Homolog zu R. 
norvegicus calpain 


Partiell Homolog zu Human mRNA 
for fungal steroI-C5-desaturase 
homolog 


Partiell homolog zu Human GPx-3 
mRNA for plasma glutathione 
peroxidas 


Partiell Homolog zu Homo sapiens 
CHD2 mRNA 


Expression 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert i 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
Qberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
Qberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
Qberexprimiert 


in Ovartumorgewebe 
Qberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


Seq ID 

No. 


o 

CM 


CM 


CM 
CM 


CO 
CM 


CM 


CM 


CO 
CM 


CM 


oo 

CM 


o 

CM 


o 

CO 




CM 
CO 


CO 
CO 


CO 


m 

CO 



Seq. 

ID 

No. 


Expression 


Function 


36 


Overexpressed in ovarian 
tumor tissue 


Human homolog to M. 
musculus formin binding 
prouein z± 


38 


Overexpressed in ovarian 
tumor tissue 


Human homolog to Tribolium 
casuaneum zxriG xxri^sxr 
protein 


39 


Overexpressed in ovarian 
tumor tissue 


Human homolog to S. 
sequence for ORF YBR1725 


40 


Overexpressed in ovarian 
tumor tissue 


riuman nomoxog uo x\ciuuuo 
norvegicus rsly Ip 


41 


Overexpressed in ovarian 
tumor tissue 


Human homolog to PEC- 
oo=gastroxntes uinax 
peptide , swine 


42 


Overexpressed in ovarian 
tumor tissue 


Human homolog to Mus 
muswuxus iu\^i\r X ^xtjutsxii 


43 


Overexpressed in ovarian 
tumor t i s sue 


Human homolog to Mouse 
mx uocnonux Xcix gcsnvjincs/ 
unidentified reading frame 


44 


Overexpressed in ovarian 
tumor t i ssue 


Human homolog to Mouse 

JvxCiriey aiitixrvjy till xc«ju.xcii*wa 

protein (KAP) 


45 


Overexpressed in ovarian 
tumor tissue 


Human homolog to M* 

■mil line T'oi^J* 
lUUowUXUb X c?X a. 


46 


Overexpressed in ovarian 
tumor tissue 


Human homolog to 
Caenorhabditis elegans 
cosmxu x^ /r / 


47 


Overexpressed in ovarian 
tumor tissue 


Human homolog to 
Caenorhabditis elegans 
cosmid T27F7 


48 


Overexpressed in ovarian 
tumor tissue 


Human homolog to 
Caenorhabditis elegans 
cosmid K11H12 


49 


Overexpressed in ovarian 
tumor tissue 


Human homolog to 
Caenorhabditis elegans 
cosmid C43E11 
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50 


Overexpressed in ovarian 
tumor tissue 


Human homo log to 
Caenorhabditis elegans 
cosmid C40H1 


51 


Overexpressed in ovarian 
tumor tissue 


Human homo log to C. 
eleaans cosmid K02D10 


52 


Overexpressed in ovarian 
tumor tissue 


Human homo log to bovine 
inorganic pyrophosphatase 


53 


Overexpressed in ovarian 
tumor tissue 


Human homo log to B. 
laurus mRNA for B15 
subunit of NADH: 
ubiquinone oxidoreductase 
complex 


54 


Overexpressed in ovarian 
tumor tissue 


Human homo log to Aplysia 
californica vesicle- 
associated membrane 
protein/ synaptobrevin 
binding protein or others 


55 


Overexpressed in ovariian 
tumor tissue 


Human homo log to Aplysia 
californica vesicle- 
associated membrane 
protein/ synaptobrevin 
binding protein 


56 


Overexpressed in ovarian 
tumor t i s sue 


Human homo log of R. 
norvegicus intestinal 
epithelium proliferating H 
cell-associated mRNA 
sequence 


57 


Overexpressed in ovarian 
tumor tissue 


Homologous to Bruton's 
tyrosine kinase 


58 


Overexpressed in ovarian 
tumor tissue 


dbpB-like protein 


59 


Overexpressed in ovarian 
tumor tissue 


Tyrosine 3- 

monooxygenase/ tryptophan 
5-monooxygenase 
activation protein 


63 


Overexpressed in ovarian 
tumor tissue 


Protease , serine , 2 
(trypsin 2) 


65 


Overexpressed in ovarian 
tumor tissue 


Human annexin IV 


67 


Overexpressed in ovarian 
tumor tissue 


Human X2 box repressor 
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Expression 


Function 


68 


Overexpressed in ovarian 
tumor tissue 


Human transcriptional 
coactivator PC4 


69 


Overexpressed in ovarian 
tumor tissue 


Human tetratricopeptide 
repeat protein 


70 


Overexpressed in ovarian 
tumor tissue 


Human taxi-binding protein 
TXBP151 


72 


Overexpressed in ovarian 
tumor tissue 


Human prothymosin alpha 


73 


Overexpressed in ovarian 
tumor tissue 


Human profilin | 


74 


Overexpressed in ovarian 
tumor tissue 


Human pepsinogen C 


76 


Overexpressed in ovarian 
tumor tissue 


Human osteopontin 


78 


Overexpressed in ovarian 
tumor tissue 


Human non-histone 
chromosomal protein 


79 


Overexpressed in ovarian 
tumor tissue 


Human mRNA for protein 
disulfide isomerase- 
related protein P5 


80 


Overexpressed in ovarian 
tumor tissue 


Human mRNA for KIAA0332 


81 


Overexpressed in ovarian 
tumor tissue 


Human mRNA for KIAA0078 


82 


Overexpressed in ovarian 
tumor tissue 


Human mRNA for 90-kDA 
heat-shock protein 


83 


Overexpressed in ovarian 
tumor tissue 


Human major nuclear matrix 
protein 


84 


Overexpressed in ovarian 
tumor tissue 


Human Ku (p70/p80) subunit 


85 


Overexpressed in ovarian 
tumor tissue 


Human interferon- induced 
17-kDa/15-kDa protein 


86 


Overexpressed in ovarian 
tumor tissue 


Human hsc70 gene for 71 kd 
heat shock cognate protein 


88 


Overexpressed in ovarian 
tumor tissue 


Human gamma- interferon- 
inducible protein (IP-30) 
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ID 
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Expression 


Function 


89 


Overexpressed in ovarian 
tumor tissue 


Human fatty acid binding 
orotein homolocj fPA-FABP) 


90 


Overexpressed in ovarian 
tumor tissue 


Human enhancer of 
rudimentary homoloq 


91 


Overexpressed in ovarian 
tumor tissue 


Human deleted in split 
hand/split foot 1 (DSSl) 


92 


Overexpressed in ovarian 
tumor tissue 


Human decay-accelerating 
factor mRNA 


93 


Overexpressed in ovarian 
tumor tissue 


Human chromosome 
segregation gene homolog 
CAS 


94 


Overexpressed in ovarian 
tumor tissue 


Human carcinoma-associated 
antigen GA733-2, human 
epithelial glycoprotein 
(EGP) 


95 


Overexpressed in ovarian 
tumor tissue 


Human calmodulin 


96 


Overexpressed in ovarian 
tumor tissue 


Human Bax alpha 


97 


Overexpressed in ovarian 
tumor tissue 


HUman ant ileukoprot ease 
(ALP) 


98 


Overexpressed in ovarian 
tumor tissue 


Homo sapiens UDP- 
galactose-4-epimerase 


99 


Overexpressed in ovarian 
tumor tissue 


Homo sapiens mRNA for 
putative progesterone 
binding protein 


100 


Overexpressed in ovarian 
tumor tissue 


Homo sapiens mRNA for 
galectin-3 


101 


Overexpressed in ovarian 
tumor tissue 


Homo sapiens 
monocyte/macrophage Ig- 
related receptor MIR-7 
(MIR cl-7) 


102 


Overexpressed in ovarian 
tumor tissue 


Homo sapiens Kunitz-type 
protease inhibitor 


103 


Overexpressed in ovarian 
tumor tissue 


Homo sapiens hCPE-R mRNA 
for CPE-receptor 


105 


Overexpressed in ovarian 
tumor tissue 


Homo sapiens DNA for 
amyloid precursor protein 


106 


Overexpressed in ovarian 
tumor tissue 


Homo sapiens CD24 signal 
transducer 
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ID 
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Expression 


Function 


107 


Overexpressed in ovarian 
tumor tissue 


Homo sapiens Arp2/3 
protein complex subunit 
pl6-Arc (ARC16) 


108 


Overexpressed in ovarian 
tumor tissue 


Histone H2B 


110 


Overexpressed in ovarian 
tumor tissue 


H. sapiens, gene for 
membrane cofactor protein 


111 


Overexpressed in ovarian 
tumor tissue 


H. sapiens TROP-2 gene 


112 


Overexpressed in ovarian 
tumor tissue 


H. sapiens mRNA for loin 
protein 


113 


Overexpressed in ovarian 
tumor t i s sue 


H. sapiens mRNA for BiP 
protein 


114 


Overexpressed in ovarian 
tumor tissue 


H. sapiens HE4 mRNA for 
extracellular proteinase 
inhibitor homolog 


115 


Overexpressed in ovarian 
tumor tissue 


H. sapiens for neutrophil 
gelatinase associated 
lipocalin 


116 


Overexpressed in ovarian 
tumor tissue 


H. sapiens mRNA for Sm 
protein G 


117 


Overexpressed in ovarian 
tumor tissue 


H. sapiens for glutathione 
peroxidase-GI 


120 


Overexpressed in ovarian 
tumor tissue 


CDC28 protein kinase 2 


121 


Overexpressed in ovarian 
tumor tissue 


B-f actor , properdin 


122 


Overexpressed in ovarian 
tumor tissue 


Annexin II 


123 


Overexpressed in ovarian 
tumor tissue 


ADP-ribosylation factor 
like 1 


258 


Overexpressed in ovarian 
tumor tissue 


Lengthening to Seq. ID No. 
2 


259 


Overexpressed in ovarian 
tumor tissue 


Lengthening to Seq. ID No. 
3 
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nearest marker 


SHGC-58249(D1S2602/WI-2775,WI- 
7265) 


WI-11733: D6S276-D6S439 


SHGC-12033; D1S456-D1S2891 


SHGC-12661; D1S476-D1S220 


SHGC-31540; D11S4179-D11S937;; 
SGC31540; D1 1D91 1-D11S1352 


WI-6005; D9S282-D9S260 


SGC30446; D20S119-D20S197:;W|. 
30446 




SHGC-8871 (D18S484;D18S851) 




SHGC-11955; D9S1812-D9S283;; 
SGC31294; D9S153-D9S264 


DXS255-DXS426 


01 

m 
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m 
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CO 
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CO 
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SHGC-12629; D12S1727-D12S78;; Wl- 
7420;D12S346-D12S78 






Cytogenetische 
LoKalisation 


1q31.1 


6p21.2-p21.31 


1q32.1-q32.2 


1p32.2-p32.3 


11q14.1 


9q33.3-q34.11 
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12q22-q23.1 






Module 




histone; Archael^histone 


sushi 


_c 
"5 

O 
CD 
O 

>^ 




HSP70; PRO_RICH 


wap 


lipocalin 




NLS_BP; GSHPx 


CKS 


VWA DOMAIN; 
TRYPSIN_CATAL; 
sushi; trypsin 


annexin 


arf 






Funktion 


Homo sapiens Arp2/3 protein 
complex subunit p16-Arc (ARC16) 


Histone H2B 


H.sapiens. gene for Membrane 
cofactor protein 


H.sapiens TROP-2 gene 


H.sapiens mRNA for Icin protein 


H.sapiens mRNA for BiP protein 


H.sapiens HE4 mRNA for 
extracellular proteinase inhibitor 
homologue 


H.sapiens for neutrophil gelalinase 
associated lipocalin 


H, sapiens mRNA for Sm protein G 


H. sapiens for glutathione 
peroxidase-GI 


CDC28 protein kinase 2 


B-factor. properdin 


Annexin II 


ADP-ribosylation factor like 1 


Veriangerung zu Seq ID No: 2 


Verl^ngerung zu Seq ID No: 3 


Expression 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
Oberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
Oberexprimiert 


in Ovartumorgewebe 
Oberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
Oberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


Seq ID 
No. 


O 


00 

o 


o 






n 




ID 


CO 




o 

CM 


CM 


CM 
CM 


CO 
CM 


00 

in 

CM 


C31 

in 

CM 



S6<I • 

ID 

No. 


Expression 


Function 


260 


Overexpressed in ovarian 
tumor tissue 


Lengthening to Seq. ID No, 
4 


261 


Overexpressed in ovarian 
tumor tissue 


Lengthening to Seq, ID No. 
10 


262 


Overexpressed in ovarian 
tumor tissue 


Lengthening to Seq. ID No. 
18 


263 


Overexpressed in ovarian 
tumor tissue 


Lengthening to Seq, ID No. 
25 


264 


Overexpressed in ovarian 
tumor tissue 


Lengthening to Seq. ID No. 
26 


265 


Overexpressed in ovarian 
tumor tissue 


Lengthening to Seq. ID No. 
30 


266 


Overexpressed in ovarian 
tumor tissue 


Lengthening to Seq. ID No. 
34 


267 


Overexpressed in ovarian 
tumor tissue 


Lengthening to Seq. ID No. 
42 


268 


Overexpressed in ovarian 
tumor tissue 


Lengthening to Seq. ID No. 
46 


269 


Overexpressed in ovarian 
tumor tissue 


Lengthening to Seq. ID No. 
47 


270 


Overexpressed in ovarian 
tumor tissue 


Lengthening to Seq. ID No. 
48 


271 


Overexpressed in ovarian 
tumor tissue 


Lengthening to Seq. ID No. 
50 


272 


Overexpressed in ovarian 
tumor tissue 


Lengthening to Seq. ID No. 
52 


273 


Overexpressed in ovarian 
tumor tissue 


Lengthening to Seq. ID No. 
56 



wo 99/53040 
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PCT/DE99/0108 



nearest marker 






























Cytogenetische 
Lokatisation 






























Module 






























Funktion 


Verlangerung zu Seq ID No: 4 


Verlangerung zu Seq ID No: 10 


Verlangerung zu Seq ID No: 18 


Verlangerung zu Seq ID No: 25 


Verlangerung zu Seq ID No: 26 


Verlangerung zu Seq ID No: 30 


Verlangerung zu Seq ID No: 34 


Verlangerung zu Seq ID No: 42 


Verlangerung zu Seq ID No: 46 


Verlangerung zu Seq ID No: 47 


Verlangerung zu Seq ID No: 48 


Verlangerung zu Seq ID No: 50 


Verlangerung zu Seq ID No: 52 


Verlangerung zu Seq ID No: 56 


Expression 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
lOberexprimiert 


in Ovartumorgewebe 
Oberexprimlert 


iin Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
uberexprimiert 


in Ovartumorgewebe 
Gberexprimiert 


Seq ID 
No. 


o 

C4 


CO 
Csl 


CNJ 
CD 
CN4 


CO 
CO 
CM 


■V 

CO 
CM 


in 

CO 
CM 


CO 
CO 
CM 


CD 
CM 


00 
CD 
CM 


Ol 
CD 
CM 


o 

CM 


CM 


CM 

r*- 

CM 


CO 
CM 



161 



TABLE II 
Seq. ID. No. 



ORF Seq. ID. No. 



1 


124 


125 


126 


2 


130 


131 




3 


132 






4 


133 


134 




5 


135 






6 


136 


137 




7 


138 


139 




8 


140 


141 




9 


142 


143 




10 


144 


145 




12 


148 


149 




13 


150 


151 


152 


15 


155 


156 


157 


16 


153 


159 


160 


18 


163 


164 




19 


165 






20 


166 


167 




21 


168 


169 




22 


170 


171 


172 


23 


173 


174 




24 


175 


176 




25 


177 


178 




26 


179 






27 


180 


181 




28 


182 


183 


184 


29 


185 


186 




30 


187 


188 




31 


189 


190 


191 


32 


192 


193 


194 


33 


197 


198 


199 


34 


200 


201 




35 


202 


203 


204 


36 


205 


206 


207 


38 


210 


211 




39 


212 


213 


214 


40 


216 






41 


217 


218 




42 


219 


220 


221 


43 


222 


223 


224 


44 


226 


227 




45 


228 


229 


230 


46 


233 


234 


235 


47 


236 


237 


238 


48 


239 


240 




49 


241 


242 




50 


243 


244 


245 


51 


306 


307 




52 


246 






53 


247 


248 


249 


54 


250 


251 





127 



128 



129 



153 



195 

208 
215 

225 
231 



196 



232 



Seq. ID. NO. ORF Seq. ID. No. 



55 


252 


253 


5o 


Oct 

2d5 


256 


57 


257 




258 


274 


275 


259 


276 


277 


260 


278 


279 


26 1 


280 


281 


262 


282 


283 


263 


284 


285 


264 


286 


287 


265 


288 


289 


266 


290 


291 


267 


292 


293 


268 


294 


295 


269 


296 


297 


270 


298 


299 


271 


300 


301 


272 


302 


303 


273 


304 


305 



254 



The inventive nucleic acid sequences Seq. ID Nos. 1-123 and 
258-273 of the determined candidate genes and the determined 
amino acid sequences Seq. ID Nos. 124-257 and 274-307 are 
described in the following sequence protocol. 
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Sequenca Protocol 

GENERAL INFORMATION: 
( W APPLICANT 

(A) NAME: metaGen - Gesellschaft fUr Genomf orschung 

mbH 

(B) STREET: Ihnestrasse 63 

(C) CITY: Berlin 

(E) COUNTRY: Germany 

(F) POSTAL CODE (ZIP): D-14195 

(G) TELEPHONE: (030) -8413 1673 

(H) FAX: (030) -8413 1674 

Mi^ TITLE OF INVENTION: Hviman Nucleic Acid Sequences . from 
^ ' Ovarian Tumor Tissue 

(iii) Number of sequences: 284 

(iv) COMPUTER READABLE FORM: 

(A) MEDIUM TYPE: Floppy disk 

(B) COMPUTER: IBM PC compatible 

(C) OPERATING SYSTEM: PC-DOS/MS-DOS 

(D) SOFTWARE: Patentin release #1.0, version #1.25 
(EPO) 
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INFORMATION ON SEQ ID NO. 1: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2434 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 



(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1: 



60 



cgggatttta cccggtttaa aaagcgaacc ttctcccggc tacacccgaa ggtacccaaa 
tacgggtagg tccggttttc caactT:ggca aacgtatggg gaagcccggg gatggcrtcc 120 
ataaattttc cagcggatra tggcattcct tccaggaaat acctcttggt aaaggcctgc 180 
ttgcaaatat gcart"ccaa acttgaaata taggtgtgaa cagtgtgtac cagtttaaag 2A0 
ctttcacctc atcrgtgttt tttaattaag gatttagaag ttcccccaat tacaaactgg 300 
ttttaaatat tggacatact ggttttaana cctgctttgc atattcacac atggtcaact 360 
gggacatgtt aaactttgac trgrcaaatt ttatgctgtg tggaacacta actatacgta 420 
ttttaactta gttttaatat tttcattttt ggggaaaaat cttttttcac trctcatgat 480 
agctgt:ta::a tacaratgct aaatctttat atacagaaat atcagtactt gaacaaartc 540 
aaagcacatt rgatrtatta acccttgctc cttgcatggc tcattaggtt caaattataa 600 
ctgatttaca ttctcagcra tatttacttt ttaaatgctt gagtttccca ttttaaaatc 660 
taaactagac atcrcaattg gtgaaagttg tttaaactac ttattgttgg taggcacatc 720 
gtgrcaagtg aaatagtttt ataggratgg gttttttctc ccccttcacc agggtgggtg 780 
gaaraagttg atttggccaa tgtgtaatat ttaaactgtt ctgtaaaata agtgtctggc 840 
catttggrat gatttctgtg tgtgaaaggt cccaaaatca aaarggraca tccataatca 900 
gccaccattt aacccttcct rgttctaaaa caaaaaccaa agggcgctgg ttggtagggt 960 
gaggtggggg agtatcttaa tttttggaat ttgggaagca gacagcttta ctttgtaaggl020 
ttggaacagc agcaccatac atgaaacata aaccaaaaac ctttactgtt tctaaarttclOSO 
cragattgct attatttggt tgtaagtrga gtattccaca gaaagtggta attatctctt 114 0 
ctctctrcct ccattagaaa actaggcaaa taatggattc ctataatggg agcatcaccal200 
crtaitaaaa caeacacaga atgatgaatt aaaaaagttt tctaggattg tcttttatt cl260 
tgccaca-tt artgaraaac agtgaaggaa cttztaaaaa atttttaaga attgtttgtcl320 
acgtcatttt tagaaatgtt ctacctgtat atggtaatgt ccagttttaa aaatattggal380 
catcttcaat cttaaacatt tctatttagc tgattggttc tcacatatac ttctaaaagal 4 4 0 
aactrttatg ttataagagt tactttttgg ataagattta ttaatctcag ttacctactal 500 
ttctgacact ttaggaagga ggtaactgtt tttaatgatg gataaacttg tgccggtgtt 1560 
ttggatctta tgatgctgag catgttctgc actggtigcta atgtctaata taattttatal620 
tttacacaca tacgcgcrac ccagagatra atttagtcca tatgaactat tgacccattgl 680 
ttcattgaga cagcaacata cgcactccta aatcagtgtg tttagacttt tcaagtatctl740 
aacccavttc caaacatgta ccatgtttta taaaccrctt gatttccagc aacatactat 1800 
agaaaacacc ^gctactcaa aacacaactt ctcagtgtca tccattgctg tcgtgagagal860 
caacatagca atatctggta tgttgcaagc tttcaagata gcctgaactt aaaaagttggl 920 
tgcartagtt qtatctgatg gatataaatt tgcctcctag ttcactttgt gtcaagagcr 1 980 
aaaactgtga accraacttt ctcttatcgg tgggtaataa ctgaaaataa agatttattt2040 
tcargctcac ttcttaaaag tcataaaaac aatcaaatag gatcatgttt attgtcatgt2100 
gtrtcctggt ttctgacctg tgtgcacacc cctgtgtgtt tataattttt aaattgaatt2160 
ttatatgggg cttttatttg ctaaaaacca ggctgttgaa tcacatttgg gaagggt:act2220 
tatcttaatg actaatgact taattgggaa agttgaattc ttgtaaaata caaaatccaa2280 
ggactrcttg ggacttaatc taattgtcac ttcgttaggc agatgcactt tttt:ggataa234 0 
ccgaaagtta aacataccga aT:gctacttt tggttgacaa acgggcctaa tagcccgggg24 00 
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INFORMATION ON SEQ ID NO- 2: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 798 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2: 



gcctatattg gaagcagaca gcgatactga 

ccatgaagag ccagcatrcc agaattttat 

aaacaataaa taggagactt tagcacactt 

cctccacgrg aaagaactgt tcctacctct 

cctcagagta gcaaagtttc rcttattaga 

tagaagaccc ttggacctgg caggttaatg 

tatgcaagga aggatatacr gagctgatac 

atrtgaactic aagtactttt gctgctgagg 

gaccacctca gatctctatt attaggctag 

ctcttgaccc tgcactgtaa gttgcccttc 

gcrtatccag aacggcggca gagtctcctt 

ccucacactg tatagctcat tataggacgt 
gattaatgaa tcagaatcct gtttcattgg 
aaaaaaaaaa aaaaaaaa 



tgacattgac cacagagtta cagaggaaag 60 
gcaagaatcg atggcacaat actggaagagl20 
cacttgtttc tagaagtcca gaattttggalSO 
gaactggggg ctcccataag ggataatt:tt24 0 
gaaatcttgt gactcagatg aagtcaggga300 
ctgattattc cttggccttt cccttgtatt360 
tcttccaagc ctacaacttc aagttttatc4 20 
aatggaatca aaagaacgta gtctcctggt4 80 
atgtatagcc tctactcccc cagcttctT:g540 
tattagcagc caaggaaaag ggaaacatga600 
ggcaatcaac caacgrtgct atgaaatatg660 
caggtttgtt gaaaaaagtg ggcaagacat:7 20 
tgacttggat aaagactttt taattttaaa7 80 

798 



INFORMATION ON SEQ ID NO. 3: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 882 base pairs 

(B) TYPE: Nucleic acid 

( C ) STRAND : indi vidua 1 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
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(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3: 

attccaaaca tggcggctcc actagggggt atgttttctg ggcagccacc cggtccccct 60 

caggccccgc cgggccttcc gggccaagct tcgcttcttc aggcagctcc aggcgctcctl20 

agaccttcca gcagtacttt ggtggacgag ttggagtcat ctttcgaggc ttgctttgcalBO 

tctctggtga gtcaggacta tgtcaatggc accgatcagg aagaaattcg aaccggtgtt24 0 

gatcagtgta tccagaagtt tctggatatt gcaagacaga cagaatgttt tttct tacaaSOO 

aaaagattgc agttatctgt ccagaaacca gagcaagtta tcaaagagga tgtgtcagaa360 

ctaaggaatg aattacagcg gaaagatgca ctagtccaga agcacttgac aaagctgagg420 

cattggcagc aggtgctgga ggacatcaac gtgcagcaca aaaagcccgc cgacatccct 480 

cagggctccr tggccracct ggagcaggca tctgccaaca tccctgcacc !:ctgaagcca54 0 

acgtgagcaa agggcagagg cagttggcct atgagtgggc tgatgcgtga ggttggccac600 

acautccctc ccgrggacrt gacattttgg aagaactctt cgccagataa tgagt-catr 660 

ttagttttac gctcccattg aaaaatrttc cactattttt ataagctgtt aatr t cttga720 

gracittata acatqtctgt agctrggata aaccaagraa gtattrtttt tttgtct:tta780 

gcaaaqttta gacLgrgaar atgacgacac agattctttt ttatggtggc tttgctrgtt 84 0 

ttaaattttt gcatgacttt taaaaaaaaa aaaaaaaaaa aa ' 882 



(2) INFORMATION ON SEQ ID NO. 4: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2901 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4: 



actgagtgaa gatgaaatca ggacactgaa acagaaaaaa attgatgaaa cttctgagca 60 

ggaacaaaaa cataaagaaa ccaacaatag caatgctcag aaccccagcg aagaagaggg 120 

cgaagggcaa gatgaggaca ttttacctct aacccttgaa gagaaggaaa acaaagaata 180 

cccaaaatct ctatttgaaa tcttgattct gatgggaaag caaaacatac ctctggatgg 240 

acatgaggcr gatgaaatcc cagaaggtcc ctttactcca gataactttc aggcacrgct 300 



540 
600 



^laHuCgagaa gaaac^CUC^ t^yyaciy uyciy ayen-u^-av^a^- w i- 1- w w^wo wi-«v-w«ww>^ — 

cgacgtagtg gacacagcag gggaagagca cctacctgtg ttggcgaggt ttgttgatga 

acctcataac ctaagagagg aatttatagg cttcctgcct tatgaagccg atgcagaaac 

tttggctgtg aaatrtcaca ctatgataac tgagaagtgg ggattaaata tggagtattg 660 

tcgtggccag gcrtacattg tctctagtgg attttcttcc aaaatgaaag ttgttgcttc 720 

tagactttta gagaaatatc cccaagctat ctacacactc tgctcttcct gtgccttaaa 780 

tatgtggttg gcaaaatcag tacctgttat gggagtatct gttgcattag gaacaattga 84 0 

nrtaarrri-i-m- r r r t f f 1 1 c c Atcaatcacc acaactactt ttaqaacttg acaacqtaat 900 




r.ccaLgm'ca gaT;ggt<iucaici a v-a«^ (.v^o^ov^ oa.cn-«»u*-ws^» ^^v^auwuuww uy.at.agctggl - 
ccgagcattT: gtactctgca gtgcagtgtc agattttgat ttcattgtta ctattgttgtll40 
tcttaaaaat gtcctatctt ttacaagagc ctttgggaaa aacctccagg ggcaaacctcl200 
tgatgtcttc tttgcggccg gtagcttgac tgcagtactg cattcactca acgaagtgagl260 
tggaaaatat tgaagttta^t catgaatttt ggtttgagga agccacaaat ttggcaaccal320 
aacttgatat tcaaatgaaa ctccctggga aattccgcag agctcaccag ggtaacttggl380 
aatctcagct aacctctgag agttactata aagaaaccct aagtgtccca acagtggagcl4 40 
acattattca ggaacttaaa gatatattct cagaacagca cctcaaagct cttaaatgct 1500 

.a.c.c.... ac=c.ca..c at...a=aa= ^^^^ llllllllll 
=tgaca.g.a tagaag.gac ttacccaatc ?ccgtccacl atctatgaagl680 

ggagaatcaa atggaaacac -99^9^^^!^ craltgrgta Jgcattgctg aaggrc=tgtl.40 
ccctccacct gcc-qacacc aagrtttt.c aLtagacga aagcgtcttalSCO 

gtattcttcc -.gtgacgaag gttgagaatg ^g^^^^J^a f^^^^^^g^. ttgcrtaacal860 
aagcata.rr gaggaacacr ttgacagacc ^-^^^^^"^ ^aca^ltlrt aaactc.atal920 
caaartttga cataaaacac g^-^^^att t^tggtgga ^3agaga=-.tl980 
caagtaagcc agaac-.tcct acagataatt ==9^^^=^^^ aqccgtaagg tgtatgtaga204O 
ttaaaaacag gott-.ctcac arttgacatt tggaagaaaa ^5==^^^ gccartgataZlOO 
ccacctaatc actaaatatc tttgcctata 99^=^^"^^ ttgaagacct Lct:gttctt2150 
atctacctgt ttaaatggcc cctgtttgaa =tctcaagct ^ gatggcacrc2220 

ccagaagaga acgrtgaaag tgccatgttt ==""5=9^ tratcac?gt agatltcta=2280 
rggaattgtt tcagttaagt cactrtagac "^^""^^ agaggtgtgg gaggaaggaa2340 
tigrtgggrg ttatgaatrc ttcgaagaaa "^attttga ^^^59^5^^^ lggagtttta2400 
tacat?ttat aaaatgtrgt agcgaagccc -aa.tgacc ^ttg-raat H^l^^^^^^^,, 
agtatgtcaa aaatctatac tggacagtta "^^^^^"^ aacttaaaga aacaaatgac2520 
tcaccaaaca agga.t.cag t^^^^"" Sacatctcg "gctgtrta cattcctttg2580 
aaagc.rgaa .ggaaaagcc ^5"?"^" aggtat^gt Jgaacacttc tgtttcatgg2640 
^ggagcctac acct'.cctaa gctt^ttagc ^g^^^tatg ^ ttti:ctctgt2700 

r;!??;-!? "lire-: 
-r.r.:i:; niJii^ir. "j"5ir.: 

aaaaaaaaaa aaaaaaaaaa a 
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(2) INFORMATION ON SEQ ID NO. 5: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 579 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 



(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5: 



aaagaaagag aaagaaagaa aagaagattg tagctagggg gagagtaggt gaaaagatga 60 
acaacatgac cgggaagatt tcctaatctc accacagcct ggctctacct ^^^^tctttal20 
ataaaagctt gactgaaggt accaaggtgt gctgaagtgg aagcaaagtt ^^^"^^^^^JJJ 
cagcarggra gacatcagtg gtggtaacca aggacagacc ccaaggcaag ^^^"""^^J^ 
aaaatggaac ctcaagtcta tgcagtccag ctgccctccc caccagaaag 
agcccaacat cagtgcctct gagtttgttt actagaaaca aaggaagaat ttccttgtaa360 

aaata-agac agagiiaqtcc ctggcrttct cctcttgcag gaaggatgga ttctcccatt:420 

ccaTiaccatc trrcccccac actggcccca gaaatactta attcaactat gtgaaaa;:aa480 

agautatttt tggttcgagg gcatagggat ccatttatcc ttattcttta tgaggcact:a54 0 

aartagcttt gtatgttatt aaatgtgtct cgtcaatgc 579 



(2) INFORMATION ON SEQ ID NO. 6: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2809 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 




(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 6: 



gcagggcctc gtgccgtttg cataaatagg ttttctcact cttctttttt tccttctttt 60 
atccctcacc ccctccccta aaccctgctt cagcacaatg gactaattct agcattctga 120 
tcataaggcc ctccattttc ctaatgtgtt tcaaggaatc tttttaggaa aaatatccag 180 
attattcarc cacttttttt agtatcract aacaactcct ttttttctct agagagttat 240 
gaaggaacag gtngtcctcg tcrggagtca agctaaacac atgatttgtt ttatcagcag 300 
ctggagcaga agttgaaaat gcctttctgt gagacagtaa tttgctactg aagctttatg 360 
gcctgtctgc acigattact ccaggatcca aaaacrtggt gaaagtcact gaaacactca 420 
aggcaaatta crttacagcc ctgagtgtct gtcaccatag tttgcataat gaatatgaat 480 
cccattggtg tgtgatgtag gaaatcctgt agttgtattt tcttgaactg aaatatttga 540 
ctcaaaataa ttaagactca ttgtcatttt tcatcttggc attattgtgg acaagttgac 600 
atattaaatc tctrtgcttt ctggtaagct tagcttttaa aatgcatrttt cccttgtcct 660 
gtctcraact agatatacat gcctatattt atagtgggtt tcacagacta taaaattgaa 720 
tgtatgaaat ttttatttat atcagtgctt ttaataatga agatattttt ggagtaatgg 780 
tgctgrctcg tagcgagtta ttaatcatag taagattttt ttctcttcat ttgctttttt 840 
tgtttcatat taacaatttt ttttttacac ggacacaacc ctctgacagt ctttccaaat 900 
attaaaatca tttgaatatg tatgctgtga tctgaacact gctcaagcca tcaagcagtc 960 
ttcatacagt ttgcattata aaatctcatt aaattctcca agaaaaaata agttgaagaal020 
ttttatttcc tgaccatgca tcccctggat ttctgagttt cagttcagat tgtagatgaclOSO 
aarataagct gccttccgaa attgtcaaca tctgaatgtt aagtccattt tccccatggall4 0 
agaagcccgt agttccatga agtatggatt accatttgta tttttcacta acagtaaatgl200 
tatttttctt attaattgtt tgccttagga atgatgaatt acattttttg ttccttcttal260 
ccataaacat ctgcattcct cagctcagcc ttccttgtat gttgtttctt tataaatggt 1320 
tgagctgctg atgcaggtat tgccaagcta acagtacaaa tcattttaaa gaggaagctgl380 
gcgcgtatgg cagccgagga gcacactctg caggacactg gacaagacag taaatattcal4 40 
acttttaatg ctgattaaag gagtataggt aaagaatacg taggtataca taattggtgalSOO 
gacaaatatt cactttattt atattttata tattattttt ttaatttggt aaatactatcl560 
cagttttgta gttgtccttg ttgatttgtg tgatattaaa gtattagtaa taattgccagl620 

aaaactatca ttagogaggg tttagttggt tgctgtttgg actgggaggg atgatttaaal680 
-ttagtgc-a aaaaccaatt: tragtgactg cacagrttat catrtgtcag acagaaggtal7 40 
gc-acaaacc usccctgtaa grcacatcaa aaaagctcag aggaagatta gtaaacattt 1800 
arcaataaaa a-aaacattt tgtttttcta aratcttaac atatcctccc ctttaggaggx 8 60 
aagaacgngc aaaacgtgag gagctagagc gaatactgga agagaataac cgaaaaattgl920 
cagaaacaca acccaaactg gccgaagaac agttgagaat tgttgaagaa caaagaaagal980 
rtcatgagga aagaatgaaa ctagaacaag aacgacaacg tcaacaaaaa gaagaacaaa2040 
aaartarcct gggcaagggg aagrccaggc caaaactgrc cttcrcatta aaaacccagg2100 
attaaattqc aaactctgaa ctttttacaa agaaaaatgg aaaaactttg t:atggragct2 1 60 
tcatgttgaa grggtttttT: gtrtttgttr ttgttttttt aatttgtaaa atctggaaag2220 
tcagcttgtt ctaatagggg ctatgctccg caattccctt tttttttttt tttttrcctt2280 
ccactaagtc aaatccrtat cagatcattg ttgtattcta aggagtgacg tatttt:tcac2^ 4 u 



=ngtttggat tctatattag tggtctgagg aagagcagat cacattgtaa aactatggat24 00 
agtctgataa cgcrtrtact gaccccactg acttcagagt tatactctgt ttgctacatc24 oO 
^taatgctgg tttcgczgac ttrttgtttt tttatatatt tataaaaaaa gaaaaagrtg2520 
crgat.gcat tgggaaattc ccagggtatt actggaccta tgtggtgtat ^^"^^^^"^SSO 
gtgtccttgt garacrgttg ctcttgatgt tcctgataca ggtaaggaaa cagttggtca2640 
actctgatac aaagtatata tacagttcag tattgtcrct gttcattttg ttttratt:tc27 00 
attgacaaaa tcaaaccagc attccccatc gtgtaaataa atgattttgc tgaataaagc27 60 
aaaarcrtaa attcaaaaaa aaaaaaaaaa gaaaacaaaa aaaaaaaaa ^a^^ 
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(2) INFORMATION ON SEQ ID NO. 7: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 910 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 7: 



agttcggcac 
caaactgttt 
cttttgtatt 
gccatgtata 
atgatccgtg 
tagatcttgg 
gaggaaatca 
ctttggtttt 
aagtcataaa 
agaatttagg 
aaactggttt 
tacaaaccaa 



gacrrrtgag 

tCZCZZaCCZ 

igaaaagaaa t 
aaaaaaaaaa 



agagaaagta 
tgaatggaag 
gttctacttt 
agrtgggcta 
cttaatgatc 
tttgtgataa 
ggcatatgac 
cctagctcca 
tgtgccatat 
tgtgagattt 
ctttaaaatg 
gcctaagaca 

ttgaatgaca 
graaaaatga 
ttactrtata 



ttttaaccta 
gacaagtaag 
rtcagccctt 
ttagagttca 
aagtgttact 
aaatataaag 
tttatactta 
taccacacac 
ggatatacag 
tttgtttccc 
ctttggtggc 
catctgtgaa 

aagcagttga 
gaaagtgttg 
cgtgttatgt 



cctgtagaga 
agtgaggcca 
tactttctgg 
tggaacatag 
tatctaataa 
acagaagaca 
acatcagatc 
ctaaacctgt 
tacattctag 
aggtatagca 
acttttgtaa 
tacttagatt 

acaaaaatta 
gttggrttta 
ctctaataaa 



tcctcgtcat 
cagttcccac 
ctgaagcatc 
aacaaccatg 
tcctctagaa 
tgaggaaaaa 
ttttctataa 
attatgaatt 
ttggaatcgt 
ggcttatgtt 
acagattgct 
tgtagcttaa 



ggaaaggtgc 60 
cacacgagggl20 
cccttggagtlSO 
aatgagtggc240 
agaaccctgt300 
caaaaggttt360 
tatcctacta420 
acatattaca4 80 
ttactctgct540 
tggtggcattSOO 
tctagattgt660 
tcacattcta720 



tggcatrtaa gaatttaaca730 
aaatcrggta actccatgatS 4 0 
gtactcatrt gataaaaaaa900 

910 



(2) INFORMATION ON SEQ ID NO. 8: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1447 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 
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(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 8: 



gcgacggcgg 
tggcttgagg 
cagcccagaa 
gatgaccr aa 
gttgtgtcag 
catgctttgc 
cttiggacttt 
ttcaatcgtt 
attgtcagcc 
gtttctcaat 
caatccagca 
ttr ttccaac 
tatartttct 
ttcagtctat 
attcagtgga 
ttgtacaata 
gacatatttt 
ctrggtaaaa 
agtatagatg 
aaatgaaaat 
tttaatgttt 
tagtatgtat 
agtattttta 
caaaaatcta 
ttgtaaa 



cttagaaagt 
aggaacctgt 
accccaggcg 
agcgactctt 
atagagatgg 
gacctggttt 
ccaaaaataa 
tacctttggt 
tagaaaagga 
ctgacagtgg 
atctttagac 
ttatactaaa 
ggtgtagggt 
cacagctccc 
tcagaatcaa 
tgcccaggct 
tcttcagatt 
graataaaat 
aatattacta 
tatagctaat 
gtgtgttctt 
gtaaacatga 
aaaatataaa 
aacataatta 



gcttcctgga 
ctttaaagct 
tggagatcga 
gtataaaaag 
agtacctgtt 
cttatccact 
aagtatcatc 
ggtgagtttc 
acttgctcca 
tttcagtgtg 
tacaataata 
gagctagcat 
ctttcttatt 
atggagttag 
actggtacat 
tgcagaataa 
atgttttatt 
cagtacaatc 
atcagtttga 
gttttttcct 
cataaaattt 
tagtacagcc 
aaaaaaaaaa 
atatactctt 



gcgcagacga 
gtccct gaag 
tcctgcgaga 
ttaccaagtg 
attaaagtgg 
tttgcccttg 
tgttactata 
atagccagca 
ttgtrtgaag 
taccttatct 
cttttatcca 
atagatgtaa 
tagtgagatc 
tctggtcacc 
tgatccactt 
agccaacttt 
tctttgcatt 
actaactttc 
ttattctcag 
caaactctgc 
aaatacaatt 
atttttttca 
aaaaaataat 
tcagccacat 



ggtcatgaat 

tgacagcgga 

gaagggggtt 

tcgaagggct 

caaatgacaa 

caacagacca 

acacctacca 

gcagtgccaa 

aactgagaca 

tcattataac 

tgtgctcaag 

tt tatagata 

tagggatacc 

agatatggat 

gagccgttaa 

ttattgtgaa 

gagtgaggaa 

ctttgtacat 

agggtgctgc 

tttctgtaac 

cgttattctg 

tatgtgagta 

ttttttgttc 

gaataaataa 



catgtgacgg 60 
gagaaccagg 120 - 
catcatggcg 180 
ccatgccatw 240 
tgctccagag 300 
aggaagcaaa 360 
ggtggttcaa 420 
tacaggacta 480 
agttgtggaa 540 
aacacaatat 600 
aaagggcccc 660 
gatcagttgc 720 
acagaaatgg 780 
gagagattct 840 
gtgctgccaa 900 
taataataag 960 
cataaaatggl020 
attattttgcioao 
tctttaatgall40 
caatcagtgtl200 
tttccaatgtl260 
aaaataaaat 1320 
agactttttcl380 
tgagtgtttcl440 
1447 



INFORMATION ON SEQ ID NO. 9: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 671 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 9: 



agcgcggtga 
aagggccggg 
aacaaggcrt 
gaggaacctg 
cccatgaaag 
at-cct caeca 
atgcggttgt 
gccccgtccc 
gctattgact 
ccagagggcg 
ccaccaaagg 
aaaagtcgac 



agcgggggtg 
gggcgagaaa 
ct cataacag 
aacccctatc 
ctgtgggact 
agcgggaagt 
ccaacacggg 
ctgatgttgg 
gttaagtcct 
catgaagccc 
caaataaagt 
c 



ggatctgaac 
tgcccgcgtc 
gacccgggcc 
cccggagctg 
ggcctgggcc 
ggacaaggac 
cgagtatgag 
gtctggggtg 
caggtttggc 
aggctgttgc 
tattgagtgt 



atggcggcgg 
ctccggggga 
ctgcaaagcc 
gaatacattc 
atcggcttcc 
cgrgtgaagc 
agccagaggt 
cagacctgag 
ccagattcca 
caaaccctac 
ttagtagaaa 



tggtagctgc 
ttctcgcagg 
acagctcccc 
ccagaaagag 
cttgtggtat 
agatgaaggc 
tcagggcttc 
gagcgctgcg 
gttcgtgcct 
cctgccccac 
ggaaaaaaaa 



tacggcgctg 60 
agccacagctl20 
agagggcaagl80 
gggcaagaac240 
cctcctcttc300 
tcggcagaac360 
ctcccagagt420 
accctcctag480 
ct:gaggtcca540 
accaaggagc600 
aaaaaaaaaa660 
671 



INFORMATION ON SEQ ID NO. 10: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 803 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 10: 



gaagatgagg^^Haagaaga 

aaaaaatcag agaaagatac 

ggt tctcgga cacgtggcag 

act gaaaaar ca tctgcagc 

ctagcagatg atgatgaacc 

cttctgtgrg ac ret tgcga 

atcatcccag atggagaatg 

ttagaggaac agttgcagga 

acaaaagaac gcttggtgta 

ccagactttt ctgaagatca 

ttgcttcaaa ggaggtcaac 

catgaagcaa ttgatgaagc 

ggccgaggaa aagatatctc 

ttggatgaaa aaataataac 



gtcaacagct 
aaattctaaa 
atggaaatat 
ttcagaagag 
atgcaaaaaa 
tagtggatac 
gttctgccca 
ttcggacgtt 
tgttggtatc 
agaagaaaag 
aagaacaagg 
tattgaagat 
caccatcaca 
ggc 
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ttgcaaaaaa 
gtaaaaccca 
tccagcaatg 
gaggaagaaa 
tgtggccttc 
catactgcct 
ccrtgccaac 
gccttaaaga 
agtattgaaa 
aaaaaagatt 
aaat gtataa 
gacatcaaag 
ggtcatcgtg 



ct^^^aaaa 

aaggcaaagt 
atgaaagtga 
aggaaagtga 
caaaccatcc 
gccttcgccc 
ataaacrgct 
agaaagagcg 
acatcattcc 
caaaaaaatc 
gctacagatt 
aagccgatgg 
ggaaagacat 



ggaaattttg 60 
tcgatggacti20 
agggtctggclSC 
agaagccatc240 
tgagctaatt300 
tcctctgatg360 
ccgT:gaaaaa420 
tgccgaacga480 
tccacaagag540 
caaagcaaac600 
tgatgagttt 660 
aggaggagtt720 
ctctactatt780 
803 



(2) INFORMATION ON SEQ ID NO. 12: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 828 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 



(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 12: 

agcacttcca ggctggggtg tttgtttgga ctggagaagg gaggcggcgg gcgaaggcac 60 

gtcgagcggg ggagcggcgc tgcctgtgga gatccgcgga ggccgacagg attcgttggcl20 

tgccgtcccc gctgctgtgc attgggttaa aaacgacaac caacatcagc catgaaagatlSO 

ccaagtcgca gcagtactag cccaagcatc atcaatgaag atgtgattat taacggtcat24 0 

tctcacgaag atgacaatcc atttgcagag tacatgtgga tggaaaatga agaagaattc300 

aacagacaaa tagaagagga gttatgggaa gaagaattta ttgaacgctg tttccaagaa360 

atgctggaag aggaagaaga gcatgaatgg tttattccag ctcgagatct cccacaaact420 

atggaccaaa tccaagacca gtttaatgac cttgttatca gtgatggctc ttctctggaa480 

gatcttgtgg tcaagagcaa tctgaatcca aatgcaaagg agtttgttcc tggggtgaag540 



tacggaaata tttgagtaga 
gtgaaggcag taccagaaga 
gcattgccaa agrttttgtt 
ctaagtaaaa agcctggtcc 
cttggatggt ggaagaccgc 



cggggccctc ttttggtgga 
cttaatrgta aaagctctct 
agtcttgcat gcttaataaa 
aaaccatttt actgcgaaaa 
caaggggaag gaaccaccag 



tgtagcacaa t t t ccacact 600 
tgtcactgtg ttacacttat 660 
agtgctgaga cacttgtt ac7 20 
taggattggg gccccatggc730 
gcccaagt 828 



(2) INFORMATION ON SEQ ID NO, 13: 



(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 552 base pairs 

(B) TYPE: Nucleic acid 



(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 13: 

ttggtrtccg gcgccaacca atgtgggagc tgtaatagta agagcttcct aaccaaagct 60 

tggtattacc gtgtggggtt tcgttttttt cgtggtggtt tatttgattt tgat tttttt 120 

ttcttttatg tgatctttgg gaaaacacat tcagaattat atctcgtttc tacrtaaatglSO 

tagtgcttag ggttaatttt ttgtactgaa gtctttattg gtgggtgcat gctactggga2 4 0 

acaagttttt gtacaaaagc ttcaatcaga atcactgtgc attactgaga ctctgtttat 300 

cactagcctt ctgtccctcc cgcagaagac tgttggattg aacaaaataa tatgtatttt 360 

gatttactta aagtgcttgt aaatttctta gggacctgcc acttttgact gtggatcagt 420 

tgatgtacac ttgtattatt aaagcactca ataaatcact gtggctgata actgcaaaaa4 80 

tgggaacccg acatttgctt tgtgtcctgg tgaccgctgt agccctacgt gcagtgaggc54 0 

cttgtctaat tc 552 

INFORMATION ON SEQ ID NO, 15: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 993 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 



175 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 15; 



gcggrattaa rattraattt attttrrtta cttataggtc acgtcgatgr ctargataaa 60 

cagatgtrtt gcctctgaca gcagaacttc ctttcatttt tctcattcgr t tt cnttggt 120 

gggttcattt ttttgaatca accacacttc attatttcta ttaagcaatt tgacaggact 180 

gttgtagcct gcagrgtagt aaacctrctc atcgaaaact tttccatctt cccttaaaat24 0 

gcttgctaat grcaaaagrt gttcttgatt crttcgggca cragaaaatc catcgaaaga3C0 

ccgtacaaac acagccarrr cggctctatc ttcaatgaag acatctgact ctaaaggcc i 360 

gggtggauca aattgctgtt cagagggaat atacagggaa arggraatgg " agac wCact 4 2 0 

aaaaggacct. gaaccaggct ccacgtagct tgtcactgga gctgtcatct tr att ttcar 4 80 

crcttrctcg ttttrgccct gaatgtagct gttcagtttc gtaaagcccg tctggatggc54 0 

cgaatcccag tccatagact ccacggacgt gctgacccac ttggctggtc catagtgtcg600 

gatctcataa ctrccgggct gggggccggc g*cctccggg gccttccagc ccggcgtctc660 

cacagcrtgg gccgccgcgt cctcggccgc cccggggtct ggctggagcg gctcggccat 720 

gggcggcgtg acgctctggg agcctggrca gccgcgcaga ggccccgcac cccgggccgc780 

cccgcctgcg tgtgcgcgcc ccgccgaggc cccgagtccc cctccgcaga cccggtccct 8 4 0 

cctcccggcc gggctggaga cccgagccca cccgatgcgt crgcctcrgg accgcgaggg900 

ggcgccgcca ccaaggcggg gccggctcac gaccccggac agctccggcc ggagttgcgc960 

grcctgcccc cgcccccccg cggcgacagg gag 993 



INFORMATION ON SEQ ID NO. 16: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2273 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI -SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 16; 



czgzacczza, 

aggcagagcc 
t^aaatgr gc 
cc a ti t g t a c a 
caaaaagtca 
atac -gattc 
ccar ccgcgc 
cagaaaggca 
trggagaatt 
gcgctigggaa 
tgggtggata 
tttatgcctt 
atggrgcctt 
atgcctcatt 
aaaaaatctc 
agtatttgtt 
tggaaaaatc 
gtatagarca 
qaagtattaa 
ctgcccagct 
attcttgtgt 
atatatagat 
ttccacagcc 
taacctiaact 
ttgaatctgt 
cttcggccgt 
ccaaggtttt 
cacagggatt 
gattcttcca 
ctgatatttc 
cacatgtgag 
aacgctcaca 
tcatttcgtt 
acttgatttg 
attccattaa 
tgcacgggct 
accgtacctg 



gaaaaaaaaa 
ggaggqtggc 
zczczccczc 
aatgtgtcaa 
agctgrgtat 
tgcatggrct 
cacttaatga 
ctggcaa* at 
utgrgcaaca 
ctgtgatgcc 
ttgctggtct 
aaaccactaa 
gaggactaac 
acgca^gcga 
aaggct cttg 
tttaaggtcc 
caacacttta 
Cgaccaatt c 
cacaccggct 
aaaaccccca 
atctgt tggt 
argtatattt 
aatatataaa 
tgrgaagaaa 
tt tatagagg 
tccgggctgt 
tcagaagtgg 
gatr tt gaat 
cttttgtaga 
gtttttccaa 
acccagctgc 
tctggctggg 
taactggttt 
ttactt aaga 
ctgggtttgg 
gcaagaaggt 
tgtctcactt 
tcaatgcctg 



gaaaaat caa 
cgtgggaact 
ttttctgtgt 
gcagcttgtt 
ttacaaatat 
ggggaactat 
gcagctaaga 
acaatttttt 
caggattatt 
cttagaagaa 
aatgttt cat 
cgcttagaaa 
ttctggtttt 
tcccttctct 
tttcacctgg 
tccttcacaa 
ggcaacttga 
tgccacct t g 
gtatttaata 
atgttaatgt 
aatacagaaa 
gtgtgtacag 
tatttttttt 
t atttcaaaa 
ctttatcttt 
ctgctctgtc 
cctgaacaga 
ttcagcctta 
acacttttta 
ggagtaat tt 
tggct tgtgg 
ctggtatttt 
tttttttatc 
ggggaagtgc 
aaaactcctt 
aagcaaaaga 
acgaaacatg 
ggattttcca 



aaaaacaaaa 
caggacccca 
gagaggaact 
ttacacgcta 
aacacaacaa 
atgcttttcc 
tccaatctgr 
ttcccctcca 
tttaaatgar 
attggacacg 
tagacttaag 
ctgttttctc 
ctagctgtta 
gggggtctca 
cagtgtactg 
agacatagag 
ctgtcagtgt 
agactttcat 
tgtaacattt 
atttgcttaa 
gtatactact 
tatgtgtatg 
aaggagaaac 
tggccataaa 
aatttaacga 
catcaaatgg 
atgctggaac 
ttagaagatc 
tgcagatgaa 
ccccgaattg 
gtgtggctct 
gtttgatctt 
tgggctgatg 
agttttcttt 
ttttggcctt 
caaaaaaaaa 
tcggagctgt 
taaatttagc 



aaacaaaaac 
gagtggccag 
cttagtgtct 
caacatagct 
tttaactt tt 
atttttaagt. 
ctaatacagt 
agtttgtaac 
tctgaatttg 
tattgagtgt 
aacctaaaat 
atgcagctat 
atgcactgtt 
tacaggggtg 
tatcaacgta 
tgaaactccc 
taaaatggaa 
atagaccttg 
tcacacatat 
aaggcacaag 
tttttaaaaa 
tgtgtatata 
tagaatgttt 
ggaggtaaaa 
tgtgcggagg 
gcaggtctgg 
ccaggcrgga 
taacctaaga 
gctatttttt 
gcataccacg 
ttgctttata 
cctggaaatg 
aatacattta 
tggcagttca 
ctatgtgctt 
aaagggaaaa 
ttgcctgggt 
acgggacata 



aaaaaaagaa 60 
tggtgtgggg 120 
ggtgcagcta 180 
catttgtaac 2*3 0 
ccttagaata 300 
caggactgca 360 
gaccccctag 420 
actccccttc 430 
aattaacttt 540 
cacaaagctg 600 
ttttctcagt 660 
gtttctctta 720 
gaccttcata 780 
tgggcgatgc 840 
taatacagaa 900 
tttacatgtc 960 
aacaggaaaal0 2 0 
cacaacaattlOBC 
taaagatacall40' 
tttcacatatl200 
agtgggcagal2 60 
tatatattat 1320 
agctagaaaal38 0 
atgaaaaccai440 
actttcttgclSOO 
aatggggcacl56C 
ctcggacacal620 
gtaagctaacl680 
ccagcaagtal740 
gcgtggacagl8 00 
tatatatacal860 
agcagtgactl920 
cctaagaaacl98 0 
gaatccaagc20 4 0 
agccataaca2100^ 
aaaaaaaact2 160 
ggggctgggt2220 
aag 2273 



INFORMATION ON SEQ ID NO. 18: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 986 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

( D ) TOPOLOGY : linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 



(iii) ANTI-SENSE: NO 



(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(Vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 18: 



gcgcgatata aacagttgga agagaaaatg gtacagcagt tacaagaqga tgcggacatg 60 
aaagacgcrc cttaaaaarc cctgtaacca tttcctttat gcacatttga aaatgccctt 120 
cqgatactrg gaacrgctaa attattttat tttttacata aggT:cactca aatgaaaagclSO 
gittaaaaga carcttrcct gcattgccat ctacacaata ■ tcagatatta cggatgrtag24 0 
Ittacacctc agrgttaaat ctttactgat agatgtactt aagtaaatca tgaaaattct300 
acr^gtaact atagaagrga attgtggacg taaaatggtt gtgctatttg gataatggca360 
cragacagca rttgtatagt aaccaatggc aaaaattcat ggctagtgac gtataaaaca420 
aaatatrctt tgcagtaaaa cattccctt- gttaatgrta tagaaggggg gacacaaaaa4 30 
ggaactaaca atttgtatgg cagtgtcaga tatctttatt tragratttc ctgtttrggt54C 
-tat^tgcac cttagaagag cataatgaca ttgtttgatg aagcctaact atgctggac.600 
qttrtgacct ag^c^aaccc trctgatagg tagctgtgga tgctggggat gagaacrgaaeoO 
taatctttgc ctggagtgac actacactct agaatttcca ctctggagaa tactcagttcl.O 
caacttgtga ctcctgacag aacagacttt acctttctag cccagcattg atctagaagc780 
aaaggaatcc cagcgccctt taaaagttgt tacg^ggttt tcttttaaaa agctcctgt:^840 
cctggaaagt agaatctatg ggtacaacgt atgttcatta tttgtacata aaataaaacc900 
atttaaaaag ctaaaaaaga aaaaaaaaag gggggaaaaa aaaagagaaa aaggaaaggg960 
aaaaagaaaa aggaggggag aagaga 



INFORMATION ON SEQ ID NO. 19: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 526 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 19; 




qaaaaaacag ttaatcacct ctccrggata cgaatgctat cagaagttTig- t t: cact cct c4 8 0 
ccaaarccat aattgcctzt ctagauCtat aatgragaga gcaaaa ' 526 



(2) INFORMATION ON SEQ ID NO. 20: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1765 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 




(xi) SEQUENCE DESCRIPTION: 

t: -z-Cu-tttc ctttctrrct gcratttttr 
ttattttaaa aaaatctcaa aacatgttca 
ccacacacat taagaaagca cacacactag 
gccncgaaag gtggrtggtr gtacttaatt 
acagaicacc ttgaaagctg cagagtttaa 
acccagtcat gatatttatt taatttgtgg 
aat-ggatac ttccactgct ttgtcaggta 
ccgaagatcc tagagaccaa gaggttraag 
tcttgccacc tcagctgaag gatacttctc 
cttgcctigag gtccgattga gaaatatagt 
aagtgtttct tgaacgagat taaaaggtga 
acgtcgtggg gggctaagag cttctttgtt 
catzctzzcz atictgtgttc gtgggatiggr 
gcagttgttg tccattrcag agccacgttt 
tcccacaacw tctacttttg ttccgatttc 
ctcgiitgtgt tctgagtctt tggcrgaaca 
ttcagaacaa aaatttgatc ctgaactcaa 
ttcttcactg grcacactga gggtctcacc 
tctatcaagc tgactrtttt gtgcaacagg 
agatrctctt ttgctatcac tttgaacaaa 
agtttrctta attgggattc ctttcaaaat 
tctgaagtta acatcatcaa caccctcarc 
gttagagagt cctctgctct cctgcaactc 
ccttttgcac ttgcttcggg tcctgaggct 
atgggacgtc agggcrgcca tgctgcagtc 
aagtacagta aaatcaaaat cttctggctt 
attagcaagt gaacttttgg atctgaactt 
aggaaactta ctgctagtaa atagaaggga 
ttctaattaa tttccaaatg ttgccatagg 

caaacggcac ttttaaa::gg tittcc 
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SEQ ID NO: 20: 

atctatttrg gat-gtitgtc aaacaataa. 60 
aacacattca gtagcaaaga cccaccattg 120 
gcttctagtu gggctaatta aaatctctat 180 
aagctrtttt gaagtgcaaa gcratgcata 2^0 
gatagactta atrtttcatg atttccccaa 300 
tcttcagggr gcaccaatcc catgaagccc 360 
Cucatctgag aacttgacaa cggttttugc 420 
aagttctgac acatctctcc agTictgccgt 4S0 
cagaaacttc caaagcacag gtattgccat 540 
agcgatgaga agcrtccatg gatcatgaaa 600 
ccgaggaggt gtccacttct taaaggcttt 660 
atatrtgctg gaaaaataca ggcttgtrtt 720 
atcttcagtg aagtctttcc tggttggtga 760 
taaaatgtca gtatgcaaat gctctLttcct 840 
ttcagattct aaaaaggtat cctcacactt 900 
aaatttgttt atgatgccag aagttttttg 960 
tgatctttct trttttttta caaggctgtt 1020 
acatgctcca gcatcagaaa tgcagacagt 1030 
rtcactttca gcatctgctt tattacacacll 4 0 
acctgaacag ctcttcctac atcctttT:t::1200 
agtcaccttt cctttgggct ttctaacctt 12 60 
ttctttcaaa agcaaatgag tggaagi:aaal320 
tgaactacra cttggcggca taaacacatcl 380 
ccagtttgaa ttgttacttt ggttttgt agl 4 4 0 
ttratatctt gacttgatac cccttt ragalSOO 
aagagaagtc tctccatttt tgtgaagatal 560 
cagtccttgt gggctagaaa atgatattaa 1 620 
cttttaaaag aactggacca catt tcagai: L 6 BO 
tatctgtcat ttaaaaatga aaaagagtgal74 0 



INFORMATION ON SEQ ID NO, 21: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 74 6 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 21: 
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g- ^ t ttrttT: 
aa- agaccta 
aarzacr ttag 
czzzcaqctg 
zzczacacac 

t-gtaagaca 
aaaaacaata 
cc-aggactt 
acaaagcttt 
tcccaaaggt 
cctcaccacc 
rcctaaa- ta 



gtrttcttta 
tattccaa 
tatt cttaac 
ctcacacaat 
ctr gaacatt 
act ggacttg 
gcaagttagg 
taagacrgtg 
act tccttat 
ctaaaacatg 
gtccacaaag 
tggacatggc 
ctaaaataat 



aacttggatg 
tgcaaattgt 
ratgtatgtg 
cctgtctgtt 
tagcgtatta 
taacagcacc 
aa tttcacag 
gtaaggtaca 
gtaaaacccc 
ctctcaggtg 
caaaaaaatc 
actggcaaaa 
agccgc 



t ctcr acacc 
gtaacattta 
cctr ctctt a 
ggagtcatag 
ctggtaccct 
atacatagag 
tcatgtctcc 
aacgcaaatg 
tgttctttct 
tccacacctg 
agaccaaatg 
gtcacttcag 



actcctgact 
tttctrcctt 
cactgagt tc 
ctgctaat tc 
t ctgtgtt ct 
caacaaat ta 
aaatttcatg 
caatr tgcgt 
ttcczqccac 
agacattgct 
ctaagagcaa 
cattagaaca 



tgtaggacta 60 
gattcttaaai2C 
ttttcrgctclSO 
ca-at tattt2 4 C 
aggaaacaaaSOO 
gctactggcc3 60 
gcagagttta4 20 
tgacuaatrt4 SO 
aagacagggr54 0 
t tgtggat:ac600 
gtaacttata660 
gtaatgtttr'720 
746 



INFORMATION ON SEQ ID NO. 22: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 659 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 22: 



^gcagactca caccagaact acattccctc gccccctgcc tgrgtgcttc ragccraggcc 60 

ttcgttggca agtctgaccc gagaaaagga tctgcagaaa atcagactat gggat cacz- 12 0 

cgtttgtgca rtgggaatga catcctttcc caccccagga aaacctttag gact tt caca ^ 8 0 

gacattgtgg cragccaacc acatggtcag cctcaaagtt gagaggctca gtaaccct cc2 4 0 

tatccctaga gaartccaaa gtgtggatgt aatttaacta gaaagccatt aatgacta- c300 

cgtgauccrc rggaagtatg ctatgirtgtg ratatctrgc atccaaagcc agaggcaacc3 60 

acaargac^a gtaaaacggt ggtctcaatg cccactracc ctctccctct gaat t-^cacc4 20 

a-agrggcgt tcagctgara gagcgggaag aagaaatatg catrttttat gaaaaaa -aa 4 3 C 

a-atccaaga gaagatgaaa ctaaatggag aaartgaaat acatctactg gaagaaaaaa54 0 

tccaattcct gaaaatgaag attgctgaga agcaaagaca aatrtgtctg acccagaaa t 600 

lactgccagc caagaggtcc ctggatgccg acctagcrgr gctccaaatt cagttttca 65^ 



INFORMATION ON SEQ ID NO. 23: 



(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 3 57 base pairs 

(B) TYPE: Nucleic acid 
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(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 23: 

cgcagtgcgc agccgtgggg ctctctcctt gtcagtcggc gccgcgtgcg ggctggtggc 60 

tctgtggcag cggcggcggc aggactccgg cactatgagc ggcttcagca ccgaggagcgl20 

cgccgcgccc ttctccctgg agtaccgagt cttcctcaaa aatgagaaag gacaatatat 180 

atctccattt catgatattc caatttatgc agataaggta aggcatcctt gtttttggac24 0 

acagtctcrt ractcagatc agctagttct acatatgaat tttcttatat gtctctcaac300 

aagrgcttaa aargcctcgt tgtgctgtga gtaaaggtct gttgattagg ctgggcg 357 



(2) INFORMATION ON SEQ ID NO, 24: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 890 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual' 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 24: 




c;;gaggcacc cgaaagccga gccacgcccc tgcgcgctgg gaagagragg ttcagagtgc 60 
a--ccggaac ccggcgcgcg gcgcactgcg caggcggccg gaccccgcrc agt ctccggt 1 2 0 
gcggcgaaca ccaaagrccg ggaacttaag cat-trcggt ttcragggtt gt r acgaagc Ic 0 
^gcaggagcg agatggaqgt ggacgcaccg gg-gttgatg gccgagatgg t ct ccgggag2 4 C 
cggcgaggcr ttagcgaggg agggaggcag aacttcgatg tgaggccTica gtctggggcaSCO 
aatgggcttc ccaaacacrc c::actggi:tg gaccrctggc ttttcatcct tttcgatgtg360 
grggrgtrtc tczt'gtgta ttttttgcca cgacttgrtc gctgatatct aaatraagaa420 
gttggttCut gagrgaatcc tgaaaacggc tacaaacttc rrgaatiaaag aagacaggac4 8 0 
tctcaataga agaattrcac atctccaagg gacccrtcct tTicattttac actt:rgtt:ac54C 
-aatngcag aactctatta attgggtagg atttcaccca ttcctagcra agt t ct taaa600 
atraaaccct t::ggttcgtg tttaaaaact ttcaaacatc tgatggctrt acaggggcrgoSO 
aatataaaag catttgtact raaaggtctt grgtartcat taagaaatat agcaatgtct 720 
rtraatgtt- taagagttga tcaggg-tta ctatgga'cgg caagtaatag ggargat* aa7 50 
caaggggaag grntttatgg aatttcaaaa gtcaattrat ttcaaaagcg ggggaaagggS 4 0 
tc-tgagagg aggggggccc aaggtgttcc tggggrttgc cgagggaggc 390 



INFORMATION ON SEQ ID NO. 25: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 651 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 25: 

gcatactaca tcagcaaaag gtgttgcggc tttataagcg ggcgctacgc 60 
cgtgctgcgt ccagagagac aaataccgat actttgcttg t t tgat ga ga 12 0 
aagaacataa gaatgaaaag gatatggcga aggccaccca gctgct gaag 1 5 0 
aagaactcig gtaccgtcag catccacagc catacatctt -cctgact:c'::24 0 
cctcctatga gagatacgat tgcracaagg rcccagaatg grgc' tagat 300 
cttctgagaa ggcaatgrat cctgattact -rgccaagag agaacagt:gg560 
gcagggaaag ctgggaacga gaggrraagc agctgcagga ggaaacgcca 4 2 0 
crtraactga agctttgccc cc^igcccgaa aggaaggtga t ttgccccca 4 3 0 
atatcgtgac cagaccccgg gagcggccca tgtagaaaga gagagaccr c54 0 
crtgcaagtg aaatatgtta cagaacatgc acttgcccta atiaaaaaa" c600 
taaaaaaaaa agtgccat::g tagcargcaa taataagcgg c 651 



cac"t cgagT: 
ccccggtttg 
gaggccgagg 
cct aggggca 
^actggcatc 
aagaaaczgc 

zz nicgt ggt 

5" ZZZ Z Ca.Z ^ 

agtgaaatgg 



(2) INFORMATION ON SEQ ID NO. 26: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1256 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 26: 



ctcgagccga 


attcggctcg 


agctttcatc 


tgaccatcca 


tatccaatgt 


tctcatttaa 


60 


acattaccca 


gcatcattgt 


t tataatcag 


aaactctggt 


ccttctgtct 


ggtggcactt 


120 


agagtctttt 


gtgccataat 


gcagcagtat 


ggagggagga 


ttttatggag 


aaatggggat 


180 


agtcttcatg 


accacaaata 


aataaaggaa 


aactaagctg 


cattgtgggt 


tttgaaaagg 


240 


trattatact 


tcttaacaat 


tcttttttca 


gggacttttc 


tagcrgtatg 


actgttact t 


300 


aaact at: rta 


aaa tagagca 


ttttggtatc 


tttcatctga 


cca t ccatat 


ccaatgttct 


360 


can t t aaaca 


t tacccagca 


t cattgt 1 1 a 


t aatcagaaa 




tctgtctggt 


420 


cgcact t aga 


gtcttttgtg 


cc ataatgca 


gcagt a t gga 


gggaggattt 


t at ggagaaa 


480 




cttcatgacc 


acaaataaat 


aaaggaaaac 


taagctgcat 


tgtgggtttt 


540 


gaaaaqgzza 


ttatactt ct 


taacaattct 


t tttttcagg 


gacttttcta 


gctgtatgac 


500 


tgt t a ct " ca 


cct tct ttga 


aa a gca 1 1 cc 


caaaatgct c 


tat tttagat 


agattaacat 


6 60 


-aaccaacat 


aatttttttt 


agar cgagtc 


agcat aaa 1 1 


tct aagtcag 


cctctagtcg 


720 


tggtt cater 


crt tcacctg 


cattttattt 


ggtgtttgtc 


tgaagaaagg 


a aagaggaaa 


780 


gcaaatacga 


attctact at 


tt gtaccaaa 


tctttgggat 


t cattggcaa 


ataatttcag 


84 0 


tgtggtgtat 


tatraaatag 


aaaaaaaaaa 


ttttgrttcc 


taggttgaag 


gtctaattga 


900 


tacgtttgac 


t tatgatgac 


catttatgca 


ctttcaaatg 


aatttgcttt 


caaaataaat 


960 


g a a g a g c a g c 


tgtccttct t 


tcctctttta 


agtgttcagc 


tgtggcatgc 


tcagaggtt cl 


020 


ctgctcgatt 


ccag-tggag 


cggtgtgata 


cccrtctt t t 


tcagctgttc 


gt gccttcct 1 


030 


-t-ttgtatc 


ca ccaaagtg 


gacacaaata 


catgat ct ca 


aagatacaca 


gtacct act 1 1 


14 0 


aa t tccagct 


gat cggagac 


caaacaa 1 1 1 


gcaagtgga t 


ggt ttggtat 


cactgtaaat i 


200 


aaaaagaggg 


cct gggaa tt 


ct t gcgat t c 


catctct aaa 


aaaaaaaaaa 


a a aaa a 1 


256 



(2) INFORMATION ON SEQ ID NO. 27: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 694 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 27: 



gtttctaaag gatgtgtaag aaaccagagg taaaggtctc gcgatatctt aagacatccg 60 

gcgtagtacg cttcagtgag ccacagcgct agagaagtag gagaagcrcg cgaaat ctgrl 20 

gccgttgccg aggagactag gagggggagg agaggggatc tcgcgaaagg aaagaggtcgl80 

ggagcgctcg cgagatctcg gaccacccaa cctgaaaggt gcttaggaag - cc:aaaggcc2 4 0 

cagaggaggc ctccgggcaa atggccggag ctggaccgac catgctgcta cgagaagaga300 

atggctgttg cagtcggcgt cagagcagct ccagtgctgg ggattcggac ggagagcgcg360 

aggactcggc ggctgagcgc gcccgacagc agctagaggc gctgctcaac aagactat gc4 20 

gcattcgcat gacagatgga cggacacTigg tcggctgctt cctctgcact gaccgtgact4 80 

gcaatgtcat cctgggctcg gcgcaggagt tcctcaagcc gtcggattcc ttctctgccgS 4 0 

gggagccccg tgtgctgggc ctggccatgg tacccggaca ccacatcgtt tccattgagg600 

tgcagaggga gagtctgacc gggcctccgt atctctgacc acgatggcgc ttaccrttca660 

gacttcatta aacttatgac cgaaaaaaaa aaaa g94 



(2) INFORMATION ON SEQ ID NO. 28: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1927 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 



(iii) ANTI-SENSE: NO 



(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 28: 



ccgagtat tt 

t cagr acctg 

cacc:3cctac 

tagtttgrct 

actrgtctct 

tatggctaaa 

ctcgcragta 

ct tacacaga 

acaccaaatc 

aaacgaagac 

agacctcagt 

aagctcccaa 

tgccaccctc 

cgact tacag 

gaccccactg 

agcacagatg 

art tgtaaga 

trcngctgcc 

accaaggagc 

agcagccccc 

aagcgacagg 

agtaaacata 

tcttrgcagc 

gttatctgtt 

ggatcgcacg 

gatccttccc 

ctgagtctgg 

gagcgggcag 

crgagtgcaa 

acacgtcatt 

cttt ctactg 

ctctcct 



atrt tr tttt 

actt trgaca 

ticcgtgcaca 

ccccagaggg 

gagctagaaa 

tttttgaaca 

ctacaatcta 

aaatgaaatg 

gcccagtaca 

ttcagccaga 

acccacactg 

ttttcttttt 

ttcaatgtct 

raaaaagttt 

agcctaagga 

cagccctgcc 

gaggagaaac 

atgccaaagt 

acaggcagtc 

aggaggtttg 

attgaggttc 

gggrtgacag 

aaccaccaaa 

atctctgatc 

ttgtgttaaa 

cagccgtggc 

ccgcatgttc 

tgtcccctca 

gctggaatcc 

atgcttgaca 

cagctcagag 

tgtggctgtc 



tttrttrttt 

caaagtaaca 

ctgtaccatc 

tctgcgagtt 

acttgtacct 

actgtgcaag 

gtgtctagaa 

ttaggaacag 

gtacctatta 

catatctagc 

agtagggtgc 

agactgttga 

gaaacatgaa 

aagaattacc 

ggacccaa tg 

cacgcagct c 

gagaggctgt 

caccttcccc 

tgagcacctg 

tcaaagctct 

caaggtcgtt 

aggggacagg 

tacttagaaa 

agctggctaa 

gcacacgtgt 

cctctgtcta 

atagacggac 

ggcggccagc 

acaggacttt 

gggctcctcc 

taagacccca 

tgctttgtgc 



acagaaattg 

ttttagtaca 

tcagtcccac 

aataccttga 

gtaaaacaaa 

aaaatatatc 

tt acaaagaa 

tattaaaata 

ttaacaggac 

ct cagaagtg 

atgccgtgag 

tagtgacaat 

tgttttcata 

ctgcaaacat 

gcaggcatca 

tcacggagca 

ggaaggcagg 

attgtgggag 

gagttgtgac 

ggtcccacca 

ttgctgaaga 

ggctgggcac 

aggcttgtaa 

agaaaggtgg 

gacacgggca 

caaaggaggt 

agacttctac 

tgcagtcatc 

attttgttct 

ctggatgacc 

ggtttgaggc 

tccttggcac 



acctttat tr 

gaaaatccca 

tctgcctgta 

gaatagtcta 

ggacagcatt 

cctttttaaa 

taaaatgaaa 

taggtcctac 

gcatagctta 

caaaaaaaaa 

cgctgtaatc 

aaccattatg 

icaaaaagaa 

tgcactgatg 

gcacagctga 

gacacagt cc 

agagaaaggc 

gaaaatgcca 

gtccttccag 

acaagaacct 

cgggaacgaa 

cggcaacatg 

acgagtgatc 

gtgctgaacc 

gagtgtgtgg 

gcttctgggt 

tttcagtcgc 

cacagcacag 

tgattgacca 

cctgcaaaag 

aaggcagtac 

tctgctccat 



gttgtacraa 60 
gtctgtcagc 120 
acttagaaaa 180 
cagtttttca 240 
gaggactgaa 300 
aaacatcagt 360 
tcaaagattt 420 
cccaacgaca 480 
aggaggaacc 540 
aaaagccccc 600 
aagattaaaa 660 
cttcccctaa 720 
ctgatgtacc 780 
aaggcwgrca 840 
acaccaccrg 900 
tcaagtaata 960 
cgagagacgal020 
aaggcactgglOSO 
gagaggtgccll40 
cccaaagcaal200 
accaacaccal260 
gagccgttcal320 
cgaaaggttcl380 
cgtctttagtl440 
gcctgggcctlSOO 
cctggttccgl560 
tagaaaagagl620 
cattctcctal680 
ttgccaagatl7 40 
agccccccaglB 00 
agcttgcact 1860 
ccccacctga 19 20 
1927 




(2) INFORMATION ON SEQ ID NO. 29: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 672 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 29: 



qcctrtttat tTitttittttr cggtcgttat gctgcattta ttatgaqaat caacagtcaa 60 
cacrraatga ttgactaact cttgttgttc actctggaca ttaacgaaaa agactggaaz 120 
agggctacag cgctgcrttt atgctacacg ggrratgctt ggactctgac tcccagcagciS 0 
agg^agactc aggaatccat ggcagtgaca ttcaccatca tgggaaacac ct:tccctttt24 0 
czzcagqazz ctctgtagtg gaagagagca cccagtgttg ggccgaaaac atctgaaagt 300 
acggagaaga acctaaaata atcagtatct cagagggctc taaggtgcca agaagtcr ca360 
ctggacattt aagtgccaac aaaggcatac tttcggaatc gccaagtcaa aactt tctiaa4 20 
czzczgzczc tctcagagac aagtgagact caagagtcta ctgctttagt ggcaact aca4 8 0 
gaaaactggt gttacccaga aaaacaggag caatrtagaaa tggttccaat att t caaagcS 4 0 
tccgcaaaca ggatgtgctt tcctttgccc atttagggtt tcttctcttt ccrtt ctctt 600 
ra^z-aazct tcgtrctctt tttcagtttc catcagatct cccccccgtg ccactggaat 660 
crcagaggtt gc ^ 



(2) INFORMATION ON SEQ ID NO, 30: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 269 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 
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(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 30: 



CGcatccra gccgccoact cacacaaggc aggtgggtga ggaaatccag agttgccatg 60 

agaaaattc cagtgtcagc artcttgcgc cttgtggcgc tctcctacaa t ct ggccacg 1 2 0 

atagcacag tcaaacctgg agccaaaaag gacaggaagg agrctcgagc caaactgcaci 30 

agacccrct ccagaagttg gggtgaacaa ctcatctgga ctcagacgra t gaacaagct 2 4 0 

tatacaaat cgagac'agc aacuaaccc 269 



INFORMATION ON SEQ ID NO, 31: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 604 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 31: 



^gcgagggcg ggatagctgt ccaaggtctc ccccagcact gaggagctcg cctqc-accc 60 

n----: :j i ?n H i 

, 

S-! 

;=;r""= "'^ga-.s^ .t=,c==„=, .„.t.„,t cct,:ig.t? LclliiTciloo 




INFORMATION ON SEQ ID NO. 32: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 781 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 



tcaagaccct 60 
cctctcc-ct 120 
tcctt aatcaloO 
gcaatqa9ag24 0 
gggccagcac300 
ggtci:ccrtt360 
tctggcaggg420 
cratrgcgaa4 80 
ccrc3ggaag54 0 
tgcgtgcagcbOO 
gacccrcctc660 
tctggccgag720 
ggggggcctc780 
781 

INFORMATION ON SEQ ID NO. 33: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 3 04 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 32: 

ctttaatgtg ccnagagcaa tgcaargggg cactttgggg gcggtggaat 

crggctgaag attcagaagt arcrggtaac tctcttttcc ttctgggcat 

gttctaatcc tcccttacac tcarrcctgg tccattgrat tctgaccaca 

tggtcaaaac tatcgagtcc tgggcacatt ggtcatgaag gaacaagaag 

actctcargc caaccactgc cctgaaagcc crgctgttca gacagcaaag 

rggccaagct crta-gctrg crcrgaaacc ttcrtgggag gagtcaatag 

tgaaagtgtc cctggccttt tgagaaagca gtgtggtgga gggagatggt 

gccgrgaatg gttgttttct acrtgggatt tctttcctgc tttaggagat 

actgattata accactcggg caccatcgat gcccacgaga tgaggacagc 

gcaggtrtca ccctcaacag ccaggtgcag cagaccattg ccctgcggta 

aagctrggca tcaacrrrga cagcttccTig gcttgtatga tccgcctgga 

aaactiattca gccttctigga cgaagacaag gatggcatgg ttcagctctc 

cggctgtgct gcgtgttggt ctgacccgcc aaacttgacc .tagaagatgg 
c 



Q9 



(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 33: 

ggccactgcg gccagacgcg aggaactgrc gctcgtactc qzqcgcczcq ctttgcrttt 60 

ccTiccacaac catgtctgac aaacccgara tggcrgagat cgagaaatrc gataagtcgal2C 

aactgaagaa gacagagacg caagagaaaa atccactgcc ttccaaagaa acgattgaaclSO 

aggagaagca agcaggccaa tcgtaaggag gcgtgcgccg ccaagtatgc ac* gagatgc2 0 

caaaaqtgtc gcatcgaatt tacctacttg agggggtaaa gttgggaagg rggaaaagggSCC 
-gg ' 



(2) INFORMATION ON SEQ ID NO. 34: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1528 base pairs 

(B) TYPE: Nucleic acid 

( C ) STRAND : ind i vidua 1 

( D ) TOPOLOGY : linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
. (iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 34: 



aattcggatc catgggccac agtggatggc 
cggatccatg gtggccaccc caagacgcgc 
atcctgcctt ctgtccctgc tcctggccgg 
gtcraagaca gactgccatg gcggtatgag 
catcgatggg gaggaataca ttccttttaa 
caacgtagcc agctactgag gtctgacaga 
agaacttggg ccatttggct tggtcattct 
ggagccaggc gagaactcgg agatactccc 
ctittgtgcct aatttccagc tctttgagaa 
attctacact ttcctgaaga actcctgccc 
ccgcctcttt tgggaaccca tgaagatcca 
ggtggggcca gatggcatac cggttatgcg 
caagatggac atcctgtctt acatgaggcg 
actgacgccc ccaccccacc cctaccccct 
ttcaggaagg aagccacatt cccagtcatt 
acataaaaga caagcccggc acaactgtgt 



ttgaaatgtg gctgagcgct tcggacactt 60 
cccagcccgc catggcccgg atcctccggg 120 
gtttgttccg ccgggccggg gacaagagaa 180 
tggtaccatc tacgagtatg gagccctcac 240 
gcagtatgca ggcaaatata tcctctttgt 300 
ccaatacctt gaactgaatg cactacaaga 360 
gggcttccct tccaaccaat ttggcaaaca 420 
cagtctcaag tatgttcgac caggtggggg 480 
aggagatgtg aacggggaga aagagcagaa 540 
tcccactgca gaactcctgg gctcacctgg 600 
tgacatccgc tggaactttg agaagttcct 660 
ctggtaccac cggaccacag tcagcaacgt 720 
gcaggcagcc ctgagcgcca gggggaagta 780 
gcccatcatg caagggccga ggaggggctc 840 
ctacccccac cccagatcct ctrtcttatt 900 
gtcrgaacca ctgtggacac gtgacaattg 960 
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--.'-a-r-zq tq=atgc2-2 cacagccacg zazczqaczg cttgaaaccc acgga tgct r . 02 0 
tiacogc-ltgc cacaacaccc tcatatrttr zzcaqczzzz t gt t ccaaat . 08 ^ 
^aa.-caaag gaaacacaag rtctaggtcc aatggttcrg ctcaaacctg aacat cat tcl 1 . 0 
^.^.-^^-ac atccccacac tacacaccac cagcctcctt cttccttcct i20 v 
all--l-c-' -c-aaqcccc caagcccatc ccacagtgct cctgagacca gccaagacaal2 60 
ctgtgagcg; gatggccgtg taccccaggt caggggtggt gtctctatga f ^^^^^q^ccl 32. 
c.'Lgccctt gtgggcgggc ctcccctgag cccgtctgtg gtgccagccc 
cagccttaog ctcccaggca gggacactac ccccgcgcct ctggaggaca ^gc.a o c^4J0 
tcactctgtc cactcgtatc tcaacacccc catctgccca gtaaaggtc. tt . .^.-ag.a ..00 
aaaaaaaaaa agaaaaaaaa aaaaaaaa 



(2) INFORMATION ON SEQ ID NO. 35: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 499 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 35: 

gacaggtctc agcgctcctc cccctgctcc gctcctcrgc agggcccagg cgcccttggc 60 

cttaggaccc aacttctctt accgccatgg agttcgacct gggagcagcc ctggagcccal20 

cctcccagaa gcccggtgtg ggggcgggcc acgggggaga tcccaagctc agtccccacalSO 

aagttcacgg ccggtcggag gcaggggcag gtccgggtcc aaagcaagga caccacagct24 0 

cttccgactc cagcagcagc tccagcgatt cggacacgga tgtgaagtcc cacgctgctg300 

gctccaaaca gcacgagagc atcccgggca aggccaagaa gcccaaagtg aagaagaagg360 

agaagggcaa gaaggagaag ggcaagaaga aggaggctcc ccactgaagg gccctggaca 4 20 

gggctcatta aaccttcctc tctgcctacg agtaccaacc acctggagct aagatgctta4 80 

ggtggggggg ggccgccga 
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(2) INFORMATION ON SEQ ID NO. 36: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1396 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 36: 



gggcacccgt 
atcggaggga 
aaagcgcgag 
gacractgga 
aataggccra 
aggatcagtg 
aaggagcttg 
cttggcutag 
cctacctcga 
aaagggcaga 
cccaggagca 
agtgaagacc 
agaaacagga 
gccttctagt 
t tcgcatagt 
agaaaagcca 
agaaacacag 
a t cgaaaact 
t gagtctcat 
c tcagaagct 
tct tggagtt 
ggaaaatctt 
CTitttttgtt 
ctgtcccgrg 



tagttgggaa 
ggttcgggtg 
tctgagtgga 
agtcacagcc 
gtgttgaatt 
agatcaaaca 
ctgcaatgga 
agtcagaaat 
catcaaatca 
tgggtagaag 
tctcagtggg 
gtttgggtag 
gaatccagat 
aaggtcaatg 
gattctgatg 
aaaataaagt 
aaagaaaaaa 
cttaagaaat 
gaggaggtag 
gatggtggcg 
atggcagatg 
aggaaaattt 
acatgctttt 
ttttgt 



cagcggaacg 
ggcatcgggc 
accctggacg 
aaagaaattc 
tcatgaaaga 
gaaaagcctg 
ggcagctgcc 
tttggagcca 
acagaaagaa 
gcataacctc 
agaaacctga 
aaggtrtaag 
gggagaaacc 
aaaattcact 
gggaacagga 
tt aaggaaaa 
gt attcagaa 
caaacccata 
atttggaact 
gagaacccaa 
gagtggcccc 
aagggcaacg 
tagggaccag 



ctggtcccgg 
ggctggaaga 
acttgcagag 
tgtgattact 
ggaaagaatc 
gataaggcaa 
ctgaaagcat 
agcataacac 
aagaaagaga 
tgagggttac 
aggatttcaa 
tgaagatggt 
tgatgatttc 
tggcacccta 
agcagaagaa 
aaataaaaat 
acagaatt ca 
tggagaatgg 
tccaagcact 
agtggtattt 
agtcttcaaa 
aggtgatgat 
aatggggaga 



ggactgagta 
gctcgactcg 
cggctggcgc 
gcaagtgctg 
ataaggaaaa 
aggaagaaga 
accaagagga 
cagtaaccag 
agaagaaaaa 
cattactat t 
ggagacttaa 
tttaccratt 
attccacaca 
gatgaatcca 
ggaggggtct 
agtgatggag 
ttaggttcaa 
caagaaatt a 
gaaaatgagt 
aaagaaaaaa 
aagagaagaa 
ccaatagttt 
ctttttgcca 



aggtgtctgg 60 
tcccgctggg 120 
agtcatggcg 180 
gatagcagac 240 
rgtggcaaaa 300 
aaaggcatca 360 
ttrgaaaaga 420 
cactatccca 4 80 
aagatccttc 540 
atgatcteat 600 
aaaagacagc 660 
actacaatac 720 
ctagtgatct ^30 
aatcatcaga 840 
ctacagagac 900 
gaagtgaccc 960 
atgaagaaaal020 
aacaagaggt 1080 
atgtatcaacll40 
cagtcacttcl200 
cttgaaaatgl260 
gcagggagagl320 
ccccccaagtl380 
1396 




INFORMATION ON SEQ ID NO, 38: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 8 08 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 38: 



cctcrgtcca ctgctttcgt gaagacaaga 
tvigcagtctt ticragcrcct gccctagcta 
acaatgc-gg aagtgggcag cagtcagtga 
ttgacaataa caacggatgg gactcctgga 
ccgcaaccag acncttccaa aagaagacat 
tgccctccat tcaatccctt gatgcacrgg 
caggaggacc acctcccaag ggccTigatgt 
tgagcaagrr cggaaaaaac attgcaaaca 
aggacargca agaggcaagc crgttrtttt 
tatggattgt ggacattrcc ttctgrggag 
gccaccatcg atttagtcac ctgaatargc 
Ltcaccatgc cattct-gaaa ctrtrctcta 
taaaa-catt tagcattgaa acggagaact 
aaagatcacc caggtgggaa gaggrgga 



tgaagttcac aatrgtcttt gctggacttc 60 
actaraatat caacgtcaat gatgacaacal20 
grgrcaacaa tgaacacaat gtggccaatgiSC 
attccatccg cgactatgga aarggcrttg240 
gcattgrgca caaaatgaac aaggaagtca300 
tcaaggaaaa gaagcttcag ggr aagggacS 60 
actcagtcaa cccaaacaaa gtcgar gacc4 20 
tgtgrcgtgg gattccaaca tacatggctg4 80 
actcaggaac gtgctacacg accagtgt ac54 0 
acacggtgga gaactaaaca att ttrtaaa600 
tgtgcagaaa aaatatgggc tccagtggtr 660 
ctagttargt ttgattrctt taagttt:caa720 
ccgcgggcta gtaaccacaa ggtacggagcT 30 

808 



INFORMATION ON SEQ ID NO. 39: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1139 base pairs 

(B) TYPE: Nucleic acid 

( C ) STRAND : ind i vidua 1 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 




(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 39: 



tttttutttt tttttttttt ttttttgcag caatacctcc tttatttgat ccctgtttat 60 
gtccacatat gtactgtatt atcacagatg caactgattt atcatagagc actcagaaaa 120 
catggaaaag tatttttaaa aatcgaataa tcctattcaa gtcaaccagt gttaaccccg 180 
gtgtgcttcc tgccagtctg ttcctcccca tgggagtcac acaaaatgaa aatctcctag 240 
aaagagaaat tcctctgncc tctgacttct tcacttagta cgctgcgacc trcccargtt 300 
grtcaacatc ctcaactcgg agcgtcactg gctggaggtg gtctataaat ggaatrggct 360 

taactarctc rrcacrgaaa ggrggacatt tagggagrgt ccag::ttrca gccgtcataa '320 

acaacrgccT: ragacggcaa agaartcaca ggrcaatcgt cccctrcgct ttgaacttct 430 

tcccagaccg tTicacTirgac cgaagctgga atttgctccc gtaaatgtag gaaataaagc 540 

carcggrttc cacagtgaac acgcagttta gccrggggat: aactTitcagg cggrcttctc 600 

tggrgacaat tttgaaaatg tgctttgtitt cctgtagaag gattcctgta atacccacat 660 

aagaggggca ttcggatttt gtcactgaaa taatagcccc gtgaagacct gcccttaaga 720 

gctrggcctg aarcatctigT: ggcrgcgtgt ctggctrgag cccacrgcac aggtccctga 780 

tgraccgttt ccagagttca tggagaggga ggaaaaggcr gtatcrctgc tgctcrggrt 840 

taatgrcaaa gagccgcagc tccctccttt gccrggcaga gaagcctttg gctttcntct 900 

ccttcrccrt gcgcttgtgg cgggtgaagt actccaggac caccgccttg cgctgcagct 960 

ggtccccgcg ggcctgcggg ctcatgcggg gcgtctgcgc ttcaggaagg ccctcacgaal020 

ggccccggcc cgctgtgctc ctgaaggctg gacatcggag tcattcgcct ctttctgaga 1 OS 0 

caatgcatgg tagatcacac tcttcattct cggaccgctt ccggcgctct ctgatgacg 1139 



(2) INFORMATION ON SEQ ID NO. 40: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2177 base pairs 

(B) TYPE: Nucleic acid 

( C ) STRAND : ind i v idua 1 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 40; 



ccccacgcgt 

aaqacagcca 

cacaggagaa 

ccctctgcta 

crccgatcga 

aaatattgac 

tt utatttct 

tagtgcagta 

agatgatatg 

caggccagat 

cttctgcttt 

agcagaaatg 

aaacagtctt 

attagrcctt 

tcaagcattg 

ttcaggagtg 

tgatttaact 

tgcagaatca 



ccggtcgccg 

gttgcrctca 

ccaatatgga 

tctgtgaagg 

gatcct attc 

agaatgtgcc 

gcrattrcaa 

acacaagtag 

ttrgtattat 

atcacagaca 

tttgttactc 

gtagcagtga 

tttacaggtg 

gttgacagaa 

gtgcacgatg 

gaaaactct c 

ccggttgata 

gttcagcaag 



ccggcagcga 

tgcgttratt 

aggr actcat 

agctaagaga 

cagatgi-tcc 

aggatcttcg 

gaagtaaact 

ccaaggtttt 

gr aancaaaa 

cggaaatgga 

tgggtgctgt 

aactagacaa 

atacacttgg 

acatagattt 

tactggattt 

cagctggtgc 

aatttcggca 

aactagaatc 



acagcagcag 

gtctttcaat 

ttatgacaga 

catgggaatc 

tgcagtat ac 

aaatcaacta 

ggaagatatt 

rgaccaatat 

taaggagctt 

aaccgttatg 

tcctataatc 

gaaacttcga 

agctggccaa 

ggcaactcct 

ccatttaaac 

tagaccaaag 

aaaacataaa 

ttacagagca 



cagtcagcct 

gtgcctcara 

tttggccaag 

actcngcatc 

tttgtaatgc 

tatgaatcat 

gcaaatgcag 

crcaatttta 

gtttcatatc 

gacactatag 

agatgttcaa 

gaaaatctaa 

ttcagcrtcc 

ttacatcata 

agggttaatt 

agaaaaaaca 

ggaagtccat 

caggaagatg 



rcatwcagga 60 
ttaaaaacag 120 
atataatctc 180 
cgctctraca 240 
caacrgaaga 300 
attatttaaa 360 
cgttagcagc 420 
ttactttgga 480 
gtgccattaa 540 
ttgacagcct 600 
gaggaacagc 660 
gagatgcaag '?20 
agaggccctt 780 
cttggacata 840 
tggaagaatc 900 
agaagtctta 960 
tcccagaagtl020 
aggtcaaacgioeo 



accraaaaac 
caataccgc- 
ac" cat-gar 
a* - cgatgta 
t ct nctagat 
tcrtatctat 
aaaagcttta 
ggcrtttacc 
gggtctttta 
ccrggttttg 
gaagrcaaac 
t gacagctca 
aggaggcaac 
acacatttta 
acaactrgga 
zaaa-gtaaa 
" aacactgaa 
cgat taaaag 
t acacggata 



at tatigggac 
aagctaacat 
ctccatacaa 
tat tttgaat 
ataacatcag 
tatataagca 
act gatgcag 
aagatggcct 
tcacgagtca 
aaacagcaaa 
cccgaaactg 
gtt cccagaa 
cacattgaat 
tatggctgca 
caaaagtaac 
aagaagaaaa 
aatcagagtt 
aaacatttca 
atatcgc 



tagaagggga 
cagctgttag 
atgt tgccac 
atgaagaaaa 
accctgatgc 
cacagcaagc 
gatgcaacct 
cagctccggc 
tgaatacagg 
atctacctgt 
atgactatag 
ataaaaatcc 
atcagaatct 
gtgagctttt 
acagaagaac 
gttagaagag 
at ttgttaat 
gaaataaaat 



agatgaagga 
ttctttgcca 
tgctgtttta 
aataatgagc 
aggaactcca 
accttctgag 
taatccrtta 
cagctatggc 
atcacagttt 
tactcgtatt 
atattttgat 
art ccaagag 
tgt tgactac 
t aatgctaca 
cttactatga 
caatatgttt 
t tttaaggaa 
ttcaacattg 



gccataagta 
gaactccttg 
gaacatataa 
aaaactactc 
gaagataaaa 
gctgatttgg 
caatatatca 
agcactacca 
gtgatggaag 
ttggacaatc 
cccaaaatgc 
gccatt gttt 
ataaagggga 
cact tcataa 
taatctactt 
ccttctctgt 
attatatact 
taaaaaaaaa 



tgctttctgali40 
agaaaaaaagl200 
aggcaagaaal2 60 
tggataaatcl320 
tgaggttgtt 1380 
agcaatataal4 4 0 
aacagrggaalSOO 
ctaaaccaatl560 
gagtgaagaal 620 
ttatggagat 1680 
tgcggggcaal7 4 0 
ttgtggtggglSCO 
aacaaggcaal8 60 
aacagttgtcl920 
ggaatgtggai960 
aacagtgtcc204 0 
taatatgtat21G0 
gtcggctacc2160 
2177 




(2) INFORMATION ON SEQ ID NO. 41: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 4 02 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 41: 



ggcgcaggcc ccagccagct caggctacac tatcccagga tcagcatggc cgtccgccag 60 

tgggtaatcg ccctggcctt ggctgccctc cttgttgtgg acagggaagt gccagtggcal20 

gcaggaaagc tccctttctc aagaatgccc atctgtgaac acatggtaga gtctccaacclSO 

tgttcccaga tgtccaacct ggtctgcggc actgatgggc tcacatatac gaatgaatgc240 

cagctctgct tggcccggat aaaaaccaaa caggacatcc agatcatgaa agatggcaaa300 

tgctgatccc acaggagcac ctcaagccat gaagtgtcag ctggagaaca gtggtgggca3 60 

tggagaggat atgacatgaa ataaaagatc cagcccaact ga 402 



(2) INFORMATION ON SEQ ID NO. 42: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1349 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 

(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 
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(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 42: 

cttcrtttgc catcccattt ccttggcact gcaccatttc cccaattatt ggccaatccc 60 
taggctttct gggttttaca atggttgcga ccacaatcag gctcatagat ggctccaatt 120 
taaaaaaaaa ggtaatggtg atggataaaa taagcagarc aagggaagtg tgctatcata 180 
aaataactgt agcttcaaca tcttgagtac cagtttcctg gcagatagta aacatccaat 240 
cacaagggat ttttcctgaa gggtgtaaag ctggtttgaa aattcttcag tcacagagca 300 
gc-ctacacat gccaattaga aactgacaga cactagatgt gcttggaaga ttaaacacta 360 
cgtacagaaa cagcagttac caagctcctc agtagtttct tgtctttttt aagtttcgct 420 
gaatcgacag tttgcacaac gtgctatatt ctgtgggtca aaaccaagta aatactgtgt 480 
aaagttggca gatttttcca gctaagacca agaaaaaaca aattttctga taaaacaggt 54 0 
ttagagtcag aaacactctc taaagtgcaa aactgatggt ccacgatctc aaatagctaa 600 
aactcctgca gaatggaagg gagagacgcg aaacagggaa ataaattaca gtcagtgcta 660 
gttaatttag gaaaagggaa aaataaacca aactcaagtc ggtaaagttt atcaaaatat "720 
tcaatgatgt agctttcccc actctctgtc acacacgctt gctaacaagt atattaaatt 780 
aaggccaaat ttaacctgaa tgcgtttttt tttttctttt tattaagatc tgagatagga 840 
acggtcatac ttagtactga aaggcagaca ataaaatggg ccatgaaagg ggggggaaag 900 
gtactgtcta ttgttcgagg gattcaacca gagataaaac ctatatacaa gcatgtgtgt 960 
agctcgaaat aaaaataaaa ggactatttc atgtcatgac tgcttgttgg cttcctcttcl020 
atatgcattc cctgtgccat tctgtacata ggatgaacca gaaccaaggc catacaaatgl080 
accacaatat ttggcatcat caatatgatc ttcaaagaac atttctctca ttttgaaaaall40 
ggccattcct gtgagcaatg aatcagatcc tgcctgatgt tgtggtccta tccgttccagl200 
ctctaactgt tctgccacct cctgtaatcc acctttgaga tttttcctgt catttatgatl260 
gtgaagtacc tcatgaagag ctgcaaaaat ctctaactgt tctgccacct cctgtaattgl320 
cgagtcagtg attgacgaaa taatagtgc 1349 



(2) INFORMATION ON SEQ ID NO. 43: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 3552 base pairs 

(B) TYPE: Nucleic acid 
( c ) STRAND : ind i vidua 1 
(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: partial cDNAs produced from individual 
^ ESTs by assembling and edxtxng 



(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 43: 



taccccuatc 

ccaccacaaa 

zzacazczqz 

actcagaccc 

tea" ccccac 

ttat atcttt 

tacaagcaat: 

- 1 rccctaaa 

atctaattcc 

cccacccacg 

caagtacaar 

at aataactr 

ctatttgrgc 

aactagcccr 

tctgtaccca 

gcctggcaga 

catcatcatg 

cctactcaaa 

tactaattac 

tcgtaacaat 

acctcataaa 

catataatat 

cagccctaat 

caaaactat c 

tcccatctat 

ccctaaccct 

ttcacacaaa 

catcattcct 

ctcgataata 

agcacaacta 

aacctcatac 

ataattaagc 

aattaatcag 

tccaaacaca 

tccaccaaac 

tccataaata 

taaaacaaaa 

gaaaaarcat 

cattatttaa 

cacgatgaaa 

ctttcttagc 

tttgtcgaga 



cattctrct a 

cccactg-ac 

aatatttt- c 

ttcaaragaa 

agcccttrt t 

aaacat-caa t 

ct cagccaac 

cctactaact 

cctctat aac 

cataaactca 

acttataggc 

actaccatca 

agtagrtgca 

tattttaaca 

tctcacccaa 

gataaragcg 

cgcatrcttc 

cgaacaagac 

cctagr aatc 

agacctaatt 

actaatcgcc 

aacaaaaccg 

cccaatcaaa 

tccaccaacc 

tatttcagta 

aataaat aaa 

tattcaccgc 

cctagacttg 

cataaccact 

aattaacatc 

ataaaaatac 

tatattgccg 

atcaaccaat 

acacaaatta 

ttagatcccc 

accaacatcc 

cctaaaacca 

ggtgaaggct 

atataatcat 

cgttgtaatt 

aattattaac 

ctttgggtcc 

catacactac 

cgtaaattac 



ctatccccaa tcc::aattrc aacatcaaac ctaattaaac 60 
accaccacat caatcaaatt ctccttcatr attagccrcr 120 
cacaataata tagaatatat aatnacaacc tggcaccgag 180 
cttaaaataa gcttcaaaac rgactttttc tctatcctgt 240 
grcacatgat caattataca attctcttca tgatatatac 300 
cgactcatta aatatcttac acratrcctg attaccatgc 360 
aacacacttc aacrtttcat tggctgagaa ggggtgggaa 420 
ggacgatggt acggacgaac agacgcaaat actgcagccc 
cgcatcggag acatcggatt cattttagct atagtrtgat 
tgagaactrc aacagattat attctccaac aacaacgaca 
ctartaatcg cagctacagg aaaatcagca caatttggcc 
gcaatagaag gccctacacc agtttcagca ctactacacc 
ggaattttcc tactggtccg attccacccc cccacgacra 



480 
540 
600 
660 
720 

^ao 



actatacttt gcctcggagc cctaaccaca ttatttacag 840 
aacgacatca aaaaaatcat tgccttctct acatcaagcc 900 
acgccaggaa taaaccaacc acacctagca ttcctacaca 960 
aaagctatac tctttatatg ctccggctca atcattcatal020 
atccqaaaaa taggaaacat cacaaaaatc a taccat t ca 1080 
ggaagcctcg ccctcacagg aataccattc ct aacagggt 1 1 4 0 
attgaagcaa ttaatacctg caacaccaac gcctgagcccl200 
acttctataa cagctatgta cagcatacga atcatttact 1260 
cgttttcccc ccctaatctc cattaacgaa aatgacccagl320 
cgcctagcat tcggaagcat ctttgcagga tttgtcatct 1380 
agcattccag tcctcacaat accatgattt ttaaaaaccal4 4 0 
ttaggattcc taatcgcact agaactaaac aacct aaccalSOO 
gcaaatccat attcatcctt ctcaacttta ctggggtttt 1560 
attacaccca taaaatctct caacctaagc ctaaaaacat 1620 
atctggttag aaaaaaccat cccaaaatcc acctcaactcl680 
ttaacaacca accaaaaagg cttaattaaa ttgtactttal7 40 
atcttaatta ttatcttata ctcaattaat ctcgagtaat 1800 
ccgcaaacaa agatcaccca gctactacca tcattcaagt 1860 
ctaccccaat ccctccttcc aacataactc caacatcatcl920 
ctcccaaacc atcaagatta attactccaa cttcatcatal980 
aaaaaacctc tataatcacc cccaatacta aaaaacccaa204 0 
aagtctctgg atattcctca gtagctatag cagtcgtata2100 
cccctaaata aattaaaaaa actattaaac ctaaaaacga2160 
ttaaacaacc aacaaaccca ctaacaatta aacctaaacc2220 
ttaatgctaa cccaagacaa ccaaccaaaa ataatgaact2280 
tcattatttc tacacagcat tcaactgcga ccaatgacat234 0 
caactacaga aacaccattc ggatccatga aaaacacacc2400 
cactcattca ttgacctacc tgccccatcc aacatttcat24 60 
cttctaggag tctgcctaat agtccaaatc attacaggtc2520 
acatcagata caataacagc cttttcatca gtaacacaca2580 
gggrgactaa tccgatatat acacgcaaac ggagcctcaa2640 
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-actrtttat rtgcttattc cttcacgtcg gacgaggcct atattatgga tcat:at:acat27 CO 

"zacagaaac cigaaacatt ggagcacrtc tactgcccgc agrcacagcc acagcat tta27 60 

caggctacgr ccttccatga ggacaaatac cattctgagg tgccacagt^ actacaaacc2S20 

ccctatcagc catcccatat atcggaacaa ccctagtcga atgaattrga gggggcttct2880 

cagtagacaa agccaccttg acccgatcct tcgctttcca cttcatctta ccat t catra2 94 0 

tcgcggccct agcaatcgtt caccrcctct tcctccacga aacaggatca aacaacccaa3000 

caggarraaa crcagatgca garaaaattc catttcaccc ctactataca atcaaagata30 60 

tcctaggtat cctaarcaca ttcttaatcc tcataaccct agtattattt ttcccagaca31 20 

tactaggaga cccagacaac tacataccag ctaatccact aaacacccca ccccatatta3180 

aacccgaatg atartrccta tttgcatacg ccattctacg ctcaatcccc aa taaactag32 4 0 

gaggrgtccc agccttaatc ttatctaLCC taattttagc cctaacaccr ttcct tcata3300 

cctcaaagca acgaagccta acattccgcc caatcacaca aattttgtac tgaatccrag33 60 

cagccaacct acttacctta acctgaattg ggggccaacc agragaacac cca t t tar ta34 20 

ccatcggcca actagcctcc atctcatact tctcaatcat cttaattctr ataccaatct 34 80 

caggaattat cgaagacaaa acactaaaat tatatccata aaaaaaaaac acgatcggtt35 4 0 
gacatatagg gc 35^2 



2) INFORMATION ON SEQ ID NO. 44: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 601 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 

(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 



(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 44: 



tttttttttt 
gtaagggcag 
tctrtcrtct 
gaatggcagt 
attcccagct 
gccggaggag 
cgtgaagtcc 
aggagctttt 
gattgaattc 
cagaccacag 



tttttttttt 
agcttagaga 
ttgcrgggag 
cgcaggttta 
aatggaattt 
actgtctcaa 
atgatctgct 
gtccctctgt 
tgtagttctt 
aagacagtga 



tgcaattcaa 
tgcctggcac 
catcttagat 
tttcaaagtt 
tcactgtgat 
catcagtaga 
cagagtcagt 
atgatcccag 
tattgattga 
tcaccaggac 



atgaacgttt 
agcatttctc 
ttatatcatt 
ggagtcttct 
gtctgtgttc 
gaactcagaa 
gcttaaatca 
ttggtcaaag 
aactaattct 
cttgaaaagc 



atttcttaaa 
atccaggatc 
ttctacaaag 
caggaagtag 
tcagtgaatt 
ttctgtttgt 
tcatctgtat 
actgagttta 
gacaggggga 
atcatgcttt 



cccacacaga 60 
acttcctcgtl20 
acaatatcctiSO 
gggagactgg240 
cttccagaaa300 
ttgcggctgg360 
aatcctctag420 
gtaggtcaat480 
aagccacagt54 0 
agi:agggtta600 
601 



2) INFORMATION ON SEQ ID NO, 45: 
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(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2147 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 45: 

agaaggggaa caaaaaaaaa aatatctgaa ttttgaaaaa ccacaaagct acaacactga 60 

ccctctcttt tttttgagac ggagttttgc tcttgrtacc caggctggag tgcagtggcg 120 

rgatctrggc tcactgcaac ttccgtctcc cgggttcaag tgattctcct gcctcagcct 180 

cccaagtagc tgggtttara ggtgcccgcc accagacccg gctaattttt tagttttagt 240 

agagacgggg tttcaccacg ttggccaggc tggtcttaaa tgaccctcct attrttaact 300 

tggataccrg ctattctgcc aaaagacaat ttctagagta gttttgaatg ggttgatttc 360 

ccccactccc acaaactctg aagccagtgt ctagcttact aaaaaaagag ttgtatataa 420 

tatttaagat gctgagtatt tcataggaaa gctgaatgct gctgtaaagt gctctttaag 480 

ccttt-tttt ttttaatccc cttctaatga atgaaactag gggaatttca ggggacagag 540 

atgggatttg ttgtatgata aactgtatgt agtttttagt ctttctgttt tgagaagcag 600 

tggttggggc atttttaaga tggctggcta ctcttgtttt ccctcatgat aataaatttg 660 

ccataacrca gtaacatgaa cttgccccta gaggtagttg ttaataattt tgaaatatta 720 

aggrcttgcc aagcttctga tgattcacac ctgtactact gattattaag caggacagac 780 

tgagctttcc gttgcaaata ccttggagga gaaagtaatt tctaaatata cagagaggta 840 

acttgactat atatgttgca tccrgtgcct cccttcatat taatatttga taaagatutt 900 

aatrrargta aaacttctaa agcagaatca aagctcctct tggggaaatg gcaagtcttt 960 

aggataggca agaccctgta tgaatagtac caaagcatta ccgcatggta gagaacacacl020 

tcgattaaaa atgttaagct atctgaaaaa taaaatgtgc aagtcttcag gatggcacaalOSO 

aacaaaggtt aatgcttctt ggggcacatt tcttagaggg cttgctgagt gtgtaaatatll4 0 

aatcgacttt tgtttgtgtt acatgacttc tgtgacttca ttgaaaatct gcacaattcal200 

gtttcagctc tggattactt cagttgacct ttgtgaaggt ttttatctgt gtagaatgggl260 

tgtttgactt gttttagcct attaaatttt tattttcttt cactctgtat taaaagtaaal320 

acttactaaa agaaaagagg tttgtgttca cattaaatgg ttttggtttg gcttcttrtal380 

gtcaggcttt ctgaacattg agatatcctg aacttagagc tcttcaatcc taagattttcl4 40 

atgaaaagcc tctcacttga acccaaacca gagtactctt actgcctctt ttctaaatgt 1500 

tcaggaaaag cattgccagt tcagtctttt caaaatgagg gagaaacatt tgcctgcctrl560 

gtaataacaa gactcagtgc ttatttttta aactgcattt taaaaattgg atagtataatl620 

aacaataagg agtaagccac cttttatagg caccctgtag ttttatagtt cttaatctaal680 

acatcttata tttccttctt ttggaaaaaa cctacatgct acaagccacc atatgcacagl740 

actatacagt gagttgagtt ggctctccca cagtctttga ggizgaattac aaaagtccaglBOO 

ccattatcat cctcctgagt tatttgaaat gatttttttt gtacattttg gctgcagtat 1860 

tggtggtaga atatactata atatggatca tctctacttc tgtatttatt tatrtattacl920 

tagacctcaa ccacagtctt ctttttcccc rtccacctct ctttgcctgt aggatgtactl980 

gtatgtagtc atgcactttg tattaatata ttagaaatct acagatctgt tttgtacttt204 0 

::::!::!;: aatcaaaact trtactaggg tatcgaataa at ccacrc- 2 ^ ^^0 

--.c^.o.a. aaaaaaaaaa aaaaaaaaaa ctcaagacta grtctct 2U^7 
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INFORMATION ON SEQ ID NO, 46: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 623 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI -SENSE: NO 



(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 46: 



cccacgcgtc cccggaaacg 
caagtcgggg atcccagaaa 
gctccggcct gccagtgagc 
ccagaggagc tactgcggca 
cqcgagcgac agaaactaga 
gccaagcaag gccagatgga 
cgctatgtgc gcaagtttgt 
cagacactca agtccaacaa 
ggcaccatga acagacagct 
cggcaggcag agatcatgga 
ccgtgggttt tggggaagtt 



gcggcggcgg cgacaggacc 
gagaagcgtg acccggaagc 
ttctaccatc atggacctat 
gaaccagagg gccctgaacc 
gacccaggag aagaaaatca 
tgctgttcgc atcatggcaa 
attgatgcgg gccaacatcc 
ctcgatggca caagccatga 
gaagttgccc cagatccaga 
tatgaaggag gagaggattg 
tta 



gaggggcctt agttggtggg 60 
ggaaacgggt gtccgtccca 120 
tgrtcgcgcg ccggaagacglSO 
gtgccatgcg ggagctggac24 0 
ttgcagacat taagaagatg300 
aagacttggt gcgcacccgg3 60 
aggctgtgtc cctcaagatc4 20 
agggtgtcac caaggcca tg4 80 
agatcatgat ggagtt tgag54 0 
aattgttgca tttgatgatc600 

623 



INFORMATION ON SEQ ID NO. 47: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 781 base pairs 

(B) TYPE: Nucleic acid 

( C ) STRAND : ind i vidua 1 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 



(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
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(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 47: 

ccqgctarat tgcaagcctg aaaaactaaa agatctctga aagacgctgc caagaaaggc 60 

cagaaggatg -ctgcacag:: tctggccaag gagargacca ggtcaaggaa ggctgtgagc 12 0 

aagctgtacg catccaaagc acacatgaac tcagtgctica tggggatgaa aaaccagctclSO 

gcggtcrtgc gagrggctgg ctccctgcag aagagcacag aagtgatgaa ggcca t gcaa24 0 

agtcttgtga agarrccaga gattcaggcc accatgaggg agttgtccaa agaaa t aata300 

aaggcrggga tcatagagga gatgttagag gacacttctg aaagcatgga cgatcaggaa360 

gaaanggagg aagaagcaga aatggaaatt gacagaattc tctttgaaat tacagcaggg4 20 

gccttgggca aagcacccag taaagrgacc gatgcccrtc cagagccaga acctccacga480 

gcgacggctg cctcagagga tgagggggag gaggaagagg ctctggaggc catgcagtcc540 

cggcrggcca cacrccgcag ccaggggctg cctaccccgc tgggtgtgca cacactcct c600 

tcaagagctg ccattttatg tgtctcttgc actacacctc tgttgtgagg actaccattt 660 

tggagaaggt tctgtttgtc tctttncatt ctctgcccag gttttgggat cgcaaaggga720 

ctgtucrtat aaaagtggca taaataaatg carcattrtt aggaaaaaaa aaaaaaaaaa780 

781 



(2) INFORMATION ON SEQ ID NO. 48: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1714 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND : individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 48: 



iEi S~ iF- ^r. 

gg?^?ccJc Jc^actttc! ^^^"^^^'^ gctggtgtgt ctccggacac taccttctag 180 
ggr..tccac ccagctttca ccaaggcctc ccctgttgtg aagaattcca tcacgaagaa 240 



tcaacggctg 
T:gggagaact 
taaaattgat 
cttgtgctac 
trggcctcag 
cggt traaca 
gatgagaggc 
^ctggtacga 
acar tctggt 
-atcagagct 
^gcgcccagt 
tt gt gt cc 
tract cagr g 
ccagaaagr a 
cattaacccg 
tat;gct:ggca 
cacatcaaat 
t cgttgaagt 
gcctcaggtc 
acacactttc 
aagtttgcgt 
gtaactaaaa 
caatgtcata 
tcttttgrtt 
gagcccggta 



ttaacaccta 
ggccaacaac 
cagatgggaa 
tatggcttgg 
t a t gtcaagg 
gcuttgtctg 
tcttgggtga 
tcaataccat 
gtgatgggrg 
gcatggtaca 
gaaaagtttc 
tcattgggat 
gcaatgtacg 
a ccaagcgtg 
atgcrgagta 
act ggaggca 
atcttgttta 
t tagaagata 
tgcctttttt 
aattctcatg 
catgagaatg 
1 1 1 agcaaac 
agtgatttgg 
ttttaaatac 
ggaacagccg 



gcagggaat a 

tcaaagaggc 

gatggtttgt 

gacrgtctaa 

atagaattca 

ccaragcaat 

caattggtgt 

atgaccagag 

cagtggtggc 

cagctggcat 

tgaacatggg 

ctatgtttct 

gtggattagt 

cagaagt a t c 

t ct acacgga 

acagaaagaa 

atggggcaga 

agaaacatgt 

tctggagaat 

ttcgagtgar 

taagtctttt 

crgtgtttgc 

agctttggta 

ttaggaactt 

ggtattgggg 



tgccaccaaa 

agcar tggaa 

tgctggaggg 

tgagattgga 

ttccacctat 

cagcagaacg 

gacctttgca 

cccaggccca 

tcctctgaca 

tgrgggaggc 

tgcacccctg 

tccacctacc 

tcttttcagc 

accaatgtat 

t aca t t aaa t 

atgaagtgac 

tatgcattaa 

catcatattt 

aaatgcagta 

tttaaaatgt 

ttctacttta 

atattttttt 

aagggaccag 

agcacctggg 

aaca 



acaagaatcg 

ccat cgat gg 

gctgcrgttg 

gctattgaaa 

atgtacttag 

cctgttctca 

gccatggttg 

aagcatcttg 

atattagggg 

ctctccactg 

ggagtgggcc 

accgtggct g 

atgttccttc 

ggagttcaaa 

atatttatgc 

ccagcttctg 

atagtttgta 

aaatgttccg 

atcctctccc 

tttggtgaac 

aaatttagta 

ggagtgcaga 

agagaaggag 

gttatttgga 



ggatccggcg 300 
aaaaaatatt 360 
gtcttggagc 420 
aggctgtaat 480 
cagggagtat 540 
tgaacttcat 600 
gagctggaat 660 
cttggttgcr 720 
gtcctctcct 780 
tggccatgtg 840 
tgggtctcgt 900- 
gtgccacrct 960 
tgtacgatacl020 
aatatgatcclOSO 
gagtcgcaacll40 
gcttctctgcl200 
caagcagcttl260 
gtaatgtgatl320 
aaataagcaci380 
gtgaaaactal440 
ggttcactgal500 
atattgtaatl560 
i:cacctgcagl620 
ttaggtgaggl680 
1714 
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(2) INFORMATION ON SEQ ID NO, 49: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 831 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 49: 

iEH 

alltttlt^^ gcaat.tgcg cggcgaggag cggacgggca ggaacccaat aagctgcttclSO 
gcctcggagc tgaagcccgt actcaagatg gcggctccgg gcgggcgtgg ccaataacta240 
lliraTalt =r=^=^5^^ ccatggcggc ggcggcgg^? gag^gglgtc c^glgg^cg;'!? 
agaagacgag gaagaggagg agcagttggt tctggtggaa ttatcaggaa ttat?|attc360 

aaaaraaatg caaggttttg gccactgaca ctaagagac-420 
:!::::::!! ^-^gacagct g^grcrtcgc tggggagtar gaagacactc taggga™ 80 

a^;:;::::: = ':a::;ao^t ^gcaa.aa.a a.lll,,;-J,lTo 

r.^-^^ ^y-^aizacaa ^gaagaagct cagcataaca agaacrctcc taac^np^n^^ (;rn 

IttlltlT"' -.gtgggg. ggaa.ggctg cLataaagJ 

agc^tcagcc ccal^'^Iat c't™."' ^^^^"^^^ aatgaagacg aagaagtgg.720 

ct^^aa^^^^ aaa-rtttrr f-^^^^^^^^^ ggaagaggaa gagattcaaa tgaaccaccg780 

g^--aa-..^ ggg^.^rg^^g saccggggga acccattgcg ccttgggaat t 831 



(2) INFORMATION ON SEQ ID NO. 50: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 744 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 




(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 50: 



tgaagttcta agagctttcc aagtttggga aggtgtccgg gttttctgcg attacttctc 60 

tgagcatgaa cggaagtcac cctttgtgcc tratgcggrg attttaatga t aggtgtcat: 120 

ataraggacg gagtaatctg tttacattct grtcttctcg atgcactcac aagcgggtaal80 

ctaggtgaca agaaaacaaa gatcttattc aaaagaggtc ttacagcaac ccaacqtctc2 4 0 

atctccccat agtaaagatg acggcgcctt gaggtaagct acaggcaaca ccactt ccgc300 

grttctcttg cgccctggtc caagatggcg gatgaagcca cgcgacgtgt tgtgtctgag360 

atcccggtgc tgaagactaa cgccggaccc cgagatcgtg agctgtgggt gcagcgactg420 

aaggaggaat atcagtccct tatccggtat gtggagaaca acaagaatgc tgacaacgat 4 80 

tggrtccgac tggagtccaa caaggaagga actcggtggt ttggaaaatg ctggtatatc54 0 

catgacctcc tgaaatatga gtttgacatc gagtttgaca ttcctatcac atatcctact 60^ 

actgccccag aaattgcagt ccctgagctg gatggaaaga cagcaaagat gtacaggta'' 

gactgaatag gagatggcaa agagtcaaag aaagccttaa ggaagaactt cgtggcgg 

gggagagcat caggaagagt agct 



(2) INFORMATION ON SEQ ID NO. 51: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2017 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 51: 



tgcgacccga 
cgccgccggc 
gacatic~*cc 
agt-gaccca 
atacaaat ta 
t caacaggtg 
t'cggaacacg 
cT:arccagcc 
ucgtaaggca 
tttccggaat 
a ct ccgacca 
acaggatggt 
gcaccatcr t 
gcacaaacat 
atccagaat c 
gtgccracat 
gtgaaaaaga 
tttaaaattt 
ccttgtcgtc 
r tctccccac 
ccaaccacaa 
trataatcac 
gtttct caag 
taactgaaaa 
t ttccaagct 
gtttcaatgt 
atgaacacct 
gctctaggaa 
ctaatatttt 
gtrgagattr 
c taatatagc 
ttgtctgccc 
caaacttt ca 
aatttccaca 



ggcgccgagc 
crccrgcagc 
agcaacagat 
agaaaagatg 
cagtttcaca 
ttgccaaaga 
tggcatggcg 
ctcacagaag 
agaagtgaca 
gagccrgrgc 
ggaaccacga 
aacgaagccg 
tgggcttaca 
ggctgggagg 
atgatcccac 
acatttctgt 
aacactgagg 
acataaccac 
ctcttrgaaa 
cctccagaag 
aaaaaattt a 
agatttttag 
cagtttttct 
cgttttaact 
gggcaaggta 
gagacacaaa 
tgaatagcac 
aagaggtttt 
aataagctca 
aaattggcat 
atgccaattt 
cacaatcaag 
catgtgaatg 
aaaaaaaaaa 



aaga tggcgg 
gggcggcccc 
ctcgagaaga 
cccact ccaa 
atgttaaacc 
ttcacgaaga 
agcaggacca 
rcatgaataa 
tgccrctctc 
caagatccgg 
t tgaat gggg 
tcggaggatt 
gggatcttca 
aac tggtata 
tgaagacctc 
gacaagtact 
ttttaagctg 
aagaaaggaa 
caccccgtgt 
gggtccacgt 
gccarttctt 
acaaacttct 
gagtagtttc 
cactctcatt 
catttaatca 
aacaatggct 
taatttttat 
attttgtaaa 
cagcagataa 
aaagctgcat 
tgtgactgtt 
aatgtatgtg 
attttctcaa 
aaaaaaaaaa 



cgcgagtgcr 
ctgcagcctc 
cagctggcta 
tcr cctagcc 
ggaatgccta 
taaacactac 
agctgtccac 
actcagagaa 
caggaagaac 
acctaatata 
caattactgg 
cttctctcag 
gaccagggaa 
ttacacagtt 
gcccctccag 
tgtcgtaa.at 
ctgtatatag 
agaat tacag 
tgtccagtat 
rgaattctga 
cactaaaaaa 
tgtatcagga 
tgaggaggaa 
tgtaagcagt 
gtaaatcagt 
tgaaacttgt 
ttgtggtatt 
cgatcatttg 
ttctgagatc 
actttttgtc 
accatgtgaa 
taaagtgtga 
agaacataga 
aaaaaaa 



gcgcgcccgc 
ctgcccaggc 
aaatccttat 
aaaaaggaaa 
gaagcataca 
ccttgtacrt 
ct ctggaggt 
aataaggaat 
cagctcctgt 
tatgaactca 
gctcgtgcaa 
attgggcagc 
gacatacgga 
ccacttattc 
taaagctgta 
taattttaat 
cttgtgagaa 
rtggactgat 
accttataac 
atcatcttga 
aaccaaaaaa 
agaaatacaa 
caaattacaa 
ccacatagta 
ttcacatcat 
gtatcatatg 
ttrctataac 
tgacctcaga 
atgggtgagg 
tagctgtttg 
agtcctgttg 
ataaatctca 
aaagtcaata 



ggagccgc-g 60 
tccggacarg 120 
trgtccggaa 130 
caagcaatct: 240 
acaaaarttg 300 
tggtcgggac 360 
atgaaggagg 420 
ttttggaatt 4S0 
cggagttcag 540 
ggtcttacca 600 
tccgcttcag 660 
tgcacatggt 720 
argcagcatg 730 
aggaaatgga 840 
gagtttctat 900 
tgtgtatcaa 960 
acctcttttcl020 
tgtgacagtglOBO 
acttagccacl 14 0 
aaataagatt 1200 
caaatctgct 12 60 
attttgtcatl320 
gtgtacccaal380 
gacaatgggt 14 40 
gtattgtgat 1500 
tgattttgaal560 
aaaacaagral 620 
cactctctggieso 
ggtggtgcatl740 
atttcattttlSOO 
aaatgaacaaie 60 
tatcaaatgt 1920 
aaatcctcttl980 
2017 




(2) INFORMATION ON SEQ ID NO. 52: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 856 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 52: 



cgcagtgcgc aggcgtgggg ccctctcctt gtcag-cggc gccgcgtgcg ggctggtggc 60 
cctgtggcag cggcggcggc aggactccgg cactatgagc ggcttcagca ccgacgagcg 120 
cgccgcgccc ttctccctgg agtaccgagt cttccrcaaa aatgagaaag gacaar atat 1 80 
arctccattt catgatattc caatttatgc agataaggat gtgtttcaca i:ggtagttga24 0 
agtaccacgc tggtc-aatg caaaaatgga gacrgctaca aaggaccctr taaaccct:at300 
ciaacaagat gtgaaaaaag gaaaacttcg ctatgrtgcg aatttgttcc cgtataaagg360 
atatatctgg aactatggtg ccatccctca gacttgggaa gacccagggc acaatgataa4 20 
acatactggc tgtrgtggtg acaacgaccc aattgatgtg tgtgaaattg gaagcaaggr 4 80 
argtgcaaga ggtgaaataa ttggcgtgaa agtrctaggc atattggcta tgattgacga54 0 
ggggaaacc gactggaaag tcattgccat taatgcggat gatcctgatg cagccaatta600 
taatgatatc aatgatgtca aacggctgaa acctggcrac ttagaagcca ctgtggactg660 
gtttagaagg tataaggttc ctgatggaaa accagaaaat gagtttgcgt ttaatgcaga720 
atctaaagat aaggactttg ccattgatat tattaaaagc actcatgacc attggaaagc7 8 0 
artagtgact aagaaaacga atgggaaaag gatcatgttg attgttcaac ttttcgttgg840 
gcccctcaaa gtgtgc 



a 



(2) INFORMATION ON SEQ ID NO. 53: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 540 base pairs 

(B) TYPE: Nucleic acid 

( C ) STRAND : indi vidua 1 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 



(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 53: 



gcatagacaa agggcctcag aarcccgcag gcgcaattgt gccctggttc gccaagatgt 60 

cgttcccaaa grataagccg rcgagcctgc gcaczczqcc tgagaccctc gacccagccgi20 

aatacaacat a^crccggaa acccggcggg cgcaagcgag cggtitggcca taagagccca 1 80 

gctgaaacga gagtacctgc ttcagtacaa cgatcccaac cgccgagggc tcatcgaaaa2 4 0 

ccctgccmg cttcgttggg cctatgcaag aacaataaat grcratccta atttcagaccSOO 

cacccctaaa aactcactca cgggagc^ct gtgtggattt gggcccctca tct^ca::t::a360 

ttatattatc aaaactgaga gggacaggaa agaaaaactt atccaggaag gaaaattgga4 20 

ncgaacattt caccrctcat attaagtctg gcaatgatga ctatatgtat tcctgcctaa4 80 

ataaatcatc tattaatcat caaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaagt cg5 4 0 



) INFORMATION ON SEQ ID NO. 54: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1912 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 



(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 54: 

tgtgtgaggc ccaacagcgg aatcatcgat gcaggggcct gaattaatgt atcrgtgatg 60 

ttacagcctt tcgattatga tcccaatgag aaaagtaaac acaggttatg gttcagtcta 120 

cgtttgctcc aactgacact tcagatatgg aagcagtatg gaaggaggca aaaccggaag 180 

accttatgga ttcaaaactt agatgtgtgt ttgaattgcc agcagagaat gataaaccac 240 

atgatgtaga aataaataaa actatarcca caactgcatc aaagacagaa acaccaatag 300 

tgtctaagtc tctgagttct tctttggatg acaccgaagt taagaaggtt atggaagaat 360 

gtaagaggct gcaaggtgaa gcrcagaggc tacgggagga gaacaagcag ttcaaggaag 420 

aagatggact gcggatgagg aagacagtgc agagcaacag ccccatttca gcattagccc 480 

caactgggaa ggaagaaggc cttagcaccc ggctcttggc tctggtggtt ttgttctcta 540 

tcgttggtgt aattattggg aagattgcct tgtagaggta gcatgcacag gatggtaaat 600 

tggattggtg gatccaccat atcatgggat ttaaatttat cataaccatg tgtaaaaaga 660 

aattaatgta tgatgacatc tcacaggtct tgcctttaaa ttacccctcc ctgcacacac 720 

atacacagat acacacacac aaatataatg taacgatctt ttagaaagtt aaaaatgtat 780 

agtaactgat tgagggcgaa aagaarcacc tttactaatg acaaggcaaa ccacgagtaa 840 

tgczacaa.g gcatattgra aatigtca t caaacatcgg taggccctgg racargatgc 900^ 

-gga-':acct ctcrraaaat gacacccrtc ctcgcctgtt ggtgctggcc ctrggggacc 960 

rggagcccag cacgctgggg agtgcggrca gctccacaca gragtcccca cgtggccc2ClC20 

-cccggccca ggcrgctttc cgtgtcctca gtcctgticca agccatcagc t cct tgggac 10 8 0 

tgaigaacag agtcagaagc ccaaaggaat tgcactgtgg cagcarcaga cgt acrcg": cl 1 4 0 

anaag-gaga ggcgtgtgtt gactgattga cccagcgctt tggaaaraaa tggcag- get 12 00 

-tgctcacrt aaagggacca agctaaattt gtattggttc atgtagtgaa gtcaaactgt 12 60 

tattcagaga tgtttaar;gc atatttaact tatttaatgt atttcatctc atgttrtctt 1320 

ar-grcacaa gagtacagtt aatgctgcgt gctgctgaac cctgttgggt gaacrggtat 1380 

cgc-gctgga gggctgtcgg ctcctccgtc tctggagagt ctggrcatgt ggaggtgggg 1 4 4 C 

cttattggga tgctggagaa gagctgccag gaagtgtttt ttctgggtca gt aaat aaca 1 500 

acrgtcatag ggagggaaac tctcagragt gacagtcaac tctaggtcac cttr tttaat 1 560 

gaagactagt cagticttcta gattgttctt ataccacctc tcaaccatta ctcacact'cl 620 

cagcgcccag gtccaagtct gagcctgacc tccccttggg gacctagcct ggagr cagga 1 68 C 

caaatggatc gggctgcaga gggttagaag cgagggcacc agcagttgtg ggr ggggagcl 7 4 0 

aagggaagag agaaactctt cagcgaatcc ttcragtact agttgagagt rtgactgtga 1800 

aztaatttra tgccataaaa gaccaaccca gttctgtttg actatgtagc atcttgaaaa 18 60 

gaaaaactat; aataaagccc caaaattaag aaaaaaaaaa aaaaaatact gc 1912 



) INFORMATION ON SEQ ID NO. 55: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1962 base pairs 

(B) TYPE: Nucleic acid 

( C ) STRAND : indi vidua 1 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 

(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
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(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 55: 



tttttttttt 
accatgggac 
gaaaaattct 
accatttccc 
taaatcatat 
atttacaaga 
tttatttatg 
gtaatataca 
gagatcatta 
ccatactacc 
aaaagaaaca 

acgaaaatga 
aacga t ccag 

CCZZC3.ZCZC 

iracacccrt 
agcatagg'^ic 
ttcaat ttar 
rcatcaggrt 
attgtctgta 
agcattactg 
cagtaccggc 
cgcaacttaa 
ggcggatcga 
gagagacagc 
gggaggggga 
"tatgtrggc 
az " ctcar u t 
act atat tit t 
acaggatcct 
atatiggggar 
catgt t ctca 
caaacaaaaa 
ctaaaaatat 



ttttatcgag 
aggattgtaa 
gccatgatat 
caaggaatac 
ttcaagaggt 
ctctgaacaa 
aatttcataa 
acctgtccag 
aaggcaaagc 
aatgaaargg 
gcactctgca 

ctgcaattac 
tt gaggt -ga 
tcaggrcccg 
cca- tagtfc 
cazczzgczt. 
car uttcatt. 
ttgcctcttt 
ccataaactt 
aaacagtcac 
gaggtgctgt 
gacttgtagt 
ggaccaggai: 
gcagagcagg 
gcgagrtcgc 
agatctgctt 
tgtttcgttr 
tgagtt t gt g 
ticagcactiga 
atttaccttt 
catractttt 
ctgtaat ctt 
gaaaaaaaaa 



caagaatctg 
ggatgaaaaa 
tagcaaaggt 
ctcttggcat 
aacagcaaca 
ttcttgaact 
aggactcaat 
tagccgaaca 
ctatatgacg 
taggtaaaca 
tgcttcactc 



aac 



raaat 



cccaggttTia 
attttcrtct 
"ctrgtr teg 
agatgcattc 
gggcatttca 
ccacacagct 
gtgtttacrc 
agttgacccr 
agtcttcact 
gactacatct 
ctgctcgtct 
gggcggcttg 
atccctcctt 
ccagattgat 
tgtttcggtt 
t t ctgaaagc 
ggtgr t taag 
attaagaaat 
gattctacta 
gr tat atttg 
aaaaaaaaaa 



ttaacagttt 
ctcagtcaac 
aaaggaggaa 
ttcctgaatg 
gataaaattt 
cttattaaaa 
gtgcaactga 
gtttgttttt 
ctgtacacac 
aatctttttc 
tacaagatga 

gaaggaagag 
tccgaatgtg 
gatagcttca 
gt at cat taa 
agt ggaacag 
aatacgcatc 
tccatat ctg 
tt ttcattcg 
gggtcaataa 
ttgaaacaca 
gtgaaggggc 
tcgccatggc 
ctcgctgggg 
ttcctggtta 
tt ttagagca 
1 1 ctgaaact 
ctccgtgctg 
a t ttgcaact 
tatactaaac 
tgattgtgtg 
attcaat gga 
aaaaaaaaaa 



tatttttttt 
aactgcctca 
aaatttacac 
agtgggatta 
aaagggatta 
ccacaaagaa 
catctgctag 
attgtgtttt 
aaaaaaatgg 
tggtcaagag 
atttccctag 

gactggtgac 
ctacctttct 
tcatttctcc 
gtgaaacact 
ctttgctagg 
tcaatttgga 
aagtgtttgg 
gatcatagtc 
ttccactgtt 
cttttctatc 
ctttgaattt 
ccctgaggcg 
gcgggggacg 
gactctgttc 
ccatcacttt 
t aaaat gctg 
ctggat cttt 
agcaatgcaa 
att gatgtcc 
gtggtgaaca 
atttacctaa 
aa 



tatgttaaat 
caagggat aa 
tgtaagaggc 
gcaatctaaa 
ttaaaataac 
agaacaattc 
tgatgatctg 
ctaaccgtaa 
tcaccgtggg 
aaaaaaaaaa 
aaagaatcca 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



attatctctg 720 
gacccttaaa 780 
ctgaagtctt 840 
gtgtggtttt 900 
ttccatatca 960 
atccattaat 1C20 
tggagcaaaaiOeO 
aaagggctgt 114 0 
gggcctcacal2C0 
cgatggatttl260 
gaggtctgtgl320 
gacgccatcgl380 
atggcgagagl 4 40 
aaccacattcl 500 
cacattcctgl 560 
ccccgaaaa t 1620 
ggggggaaat 1 530 
ttttttctaal740 
ttgatcattt 1800 
aagatcattal3 60 
aaaataaagal920 
1962 



210 



) INFORMATION ON SEQ ID NO. 56: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1458 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 



(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 56: 



cggctcgagc ggctcgagat tcgaggtcgt ggtggtcttg gaagagcgtc gagggggccg 60 

tggacgtgga atgggccgag gagatggatt tgattctcgt ggcaaacgtg aatttgatag 120 

gcatagtgga agtgatagat ctggcctgaa gcacgaggac aaacgtggag gtagcggatc 160 

tcacaactgg ggaactgtca aagacgaatt aacagagtcc cccaaataca ttcagaaaca 240 

aatatcttat aattacagtg acttggatca atcaaatgtg actgaggaaa cacctgaagg 300 

tgaagaacat catccagtgg cagacactga aaataaggag aatgaagttg aagaggtaaa 350 

agaggagggt ccaaaagaga tgactttgga tgagtggaag gctattcaaa ataaggaccg 420 

ggcaaaagta gaatttaata tccgaaaacc aaatgaaggt gctgatgggc agtggaagaa 430 



aggattrgtt cttcataaat caaagagiga agagcctcat gctgaagact cggttatgga 540 

ccatcatttc cggaagccag caaargatat aacgtctcag ctggagatca attttggaga 600 

cc-tcgccgc ccaggacgtg gcggcagggg aggacgaggt ggacgtgggc guggtgggcg 660 

cccaaaccgt ggcagcagga ccgacaagtc aagtgctrct gctcctigatg tccatgaccc 720 

agaqgcattc ccagctcrgg cttaaccgga tgccataaga caacccrggt rccrttgtga 780 

acccctccgt tcaaagcfct tgcargcrta aggactccaa acgactaaga aattaaaaaa 840 

aaaaagactg tcattcarac cattcacacc taaagactga attrtatctg ttttaaaaat 900 

caacttcrcc cgctacacag aactaacaaa tatggtactc agtttrgrat ttagaaatgt 960 

attggtagca gggatigtttt ca::aattttc agagattatg cattcctcat gaatacttr 1 1020 

gtattgctgc ttgcaaatat gcatttccaa acttgaaaca taggtgtgaa cagtgtgtaclOSO 

cagrttaaag ctttcacitc attcgtgrtt ttraattaag ganttagaag ttcccccaac 11 4 0 

tacaaactgg ttttaaatat tggacatact ggttttaata cctgcwttgc at at tcacac 12 00 

atggtcaact gggacatgtt aaacrttgat ttgtcaaatt ttatgctgtg tggaatactal2 60 

actatatgta trttaactta gttttaatat tttcattttt ggggaaaaat cttttttcacl 320 

ttctcatgat agctgtrata tatatatgct aaatctttat atacagaaat a tcagtactt 1 3S0 

gaacaaattc aaaagcacat ttggtttatt aacccgtcgc tgccctggca tggggcccat 1 4 4 0 
ttggggtcca aattataa 1453 



(2) INFORMATION ON SEQ ID NO. 57: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2188 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 



(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 57: 



gggccccccc 
cccccccccc 
cccccccccc 
cccccccccc 
cccccccccc 
ccaaccctcc 
cacctgggcg 
gttatggagg 
ttgatgacag 
atgcaagttc 
caactgaaaa 
atattggagc 
atgcagtagc 
tcttgaattc 



cccccccccc 
cccccccccc 
cccccccccc 
cccccccccc 
ccccccccct 
cccacccccc 
tggaagtatg 
t tttgatgac 
aatgagagat 
aggttttcat 
tgacattgct 
tgatggcaga 
tgccatgtct 
tactcctgga 



cccccccccc 
cccccccccc 
cccccccccc 
cccccccccc 
cccccccccc 
cccctacaag 
tatgacagaa 
tatggtggct 
ggaagaggta 
ggtggtcatt 
aatttcttct 
gccacaggag 
aaagataaaa 
ggcggctctg 



cccccccccc 
cccccccccc 
cccccccccc 
cccccccccc 
cccccccccc 
tcacctggtt 
tgcgacgagg 
ataataatta 
tgggaggaca 
tcgtacatat 
caccactaaa 
aagcagatgt 
ataacatgca 
gcatgggagg 



cccccccccc 
cccccccccc 
cccccccccc 
cccccccccc 
cccccccccc 
aagccaacct 
aggtgatgga 
cggctatggg 
tggctatggt 
gagagggttg 
tccaatacga 
agagtttgtg 
acatcgatat 
ttctggaatg 



cccccccccc 
cccccccccc 
cccccccccc 
cccccccccc 
ccctgcaacc 
gaattctact 
tatgatggtg 
aatgatggct 
ggagctggtg 
ccttttcgtg 
gttcatattg 
acacatgaag 
attgaactct 
ggaggctacg 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



^aacaoatqc aaz 



acaatr acac 
gaggcagtgg 
act caaagca 
tacaga* t 
t caa a a t at t; 
tzqzzgcaza 
1 1 tatatact 
tactattagr 
cgt aaact zc 
ttttttcttt 
tcagcagtat 
ggcatagctc 
gt racctggg 
cct t cagcac 
cgcaagacgt: 
ca taggtatt 
gagttcaaac 
tagt caataa 
z z raaagaat 
tatggctt tt 
tia ttgaactt 
aaaaaaaaaa 



ggataat 
t ggaggatat 
aggrractac 
aaaacaccaa 
taatttcttt 
act cggtaaa 
ctttgactta 
agttactcct 
tctacaagaa 
aagtcttaag 
agttcctcct 
aaatt eager 
tgaaacattg 
tatgagagtg 
tt gaccgaaa 
ct tagagtag 
tactatggag 
aactgtataa 
aaacaatcct 
c t at a t gt ag 
ttccaaattg 
ct tacttgtt 
aaaaaaaaaa 



cagggaggct 
ggtactcctg 
gggcaacgcg 
cat acaagtc 
tgtactttaa 
gcaacagatt 
aaaa taaatt 
aaagatgtgc 
gtagtgtggt 
cagacatctg 
ggacaacact 
aa t tatt tct 
a tgat ctaag 
1 1 ggaagctg 
t accaaaaat 
ggt taaggtt 
tataat tctc 
a tgatgactt 
gcagt t gcgt 
caaggaaaag 
gctaatggat 
t ttgccagaa 
aaaaaaaa 



atggatcagt 
atggt ttggg 
gcatgagtgg 
ttgacaacag 
gaactttata 
gtgatgggaa 
tttatattca 
tgccttcata 
gtaattttag 
gaatagagct 
gtaaatataa 
atattattat 
aggtattgat 
aattctagcc 
gtctccaaaa 
ctcagtgaca 
acaattgtat 
taaaaaaa tg 
tttgtatctg 
gtgcttttta 
caaaacgaaa 
atgttattaa 



tggaagaatg 
tggttatggc 
aggtggatgg 
catctggtct 
atgactgaag 
aatgttttct 
aaccactgat 
agatttgggt 
aggataatgg 
tgacaaataa 
agcctaaaga 
tt ttcaaatg 
ttctgaatat 
ct agattttg 
aattgatagt 
caagaattca 
tt tcagtttt 
taagcaacaa 
atccctgctt 
at tt taat cc 
cctgttgatg 
taaatgtcaa 



ggaatgggga 900 
cgtggtggtg 960 
cgtgggatgtlG20 
actacactttlCBO 
gaatgtgttt 1140 
gtaggtttatl200 
gttgatacttl260 
tgatgtatttl320 
ttcacctctgl3S0 
ttagtgtaacl4 40 
tgaagtggctlSOO 
tcatttatcalSoO 
tcataattgt 1620 
gagtaaaaccl680 
tgcaggttatl740 
gtattaagtalSOO 
ctgcccaatal860 
gtccatgtcal920 
ggagttttagl980 
ct ttgatcaa2C4 0 
tgaattcagt2100 
tgtgggagat2160 
2183 
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(2) INFORMATION ON SEQ ID NO. 58: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1548 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 58: 



ctcgctagtt 
caccgccgcc 
ggccccagtc 
ggcccccccc 
cggcgcaggg 
gaaggtcat c 
tggtttcatc 



cgatcggtag 
gccggcctag 
accatcaccg 
gcggcccccg 
agcggtggcc 
gcaacgaagg 
aacaggaatg 



cgggagcgga 
ttaccatcac 
caaccatgag 
ccctcagcgc 
cgggcggcct 
ttttgggaac 
acaccaagga 



gagcggaccc 
accccgggag 
cagcgaggcc 
cgccgacacc 
cacatcggcg 
agtaaaatgg 
agatgtattt 



cagagagccc 
gggccgcagc 
gagacccagc 
aagcccggca 
gcgcctgccg 
ttcaatgtaa 
gtacaccaga 



tgagcagccc 60 
tgccgcagcc 120 
agccgcccgc 180 
ctacgggcag 240 
gcggggacaa 300 
ggaacggata 360 
ctgccataaa 420 



Ca<3gSa'^<iSC 
5 ^"t*CCa3QgC 

gc zzczzzca 
ggqa::cggag 
-ttcccacct 
tgtgcaggca 
agtgacgcag 
aacacagccu 
acgccagcag 
agaaaacccr 
Tiz. cgcccgcu 
cca t ca t ccg 
aca aaaga 1 1 
gaac" atctg 
r t- tggtaa 
agg* ttrr aa 
ct gtaataaa 
taa ■laaaggr 



cccaggaagt 
ggagaaaagg 
aqr aaa tat g 
cgcaat tacc 
agtgctcccg 
t act acatgc 
gaagtgatgg 
aatat gtatc 
agagaggacg 
ccacctcaac 
aaaccacaag 
cccgaggctg 
gtttagtcat 
ggagctgaag 
cactatctat 
taacaaacgt 
attgtttcat 
agtttacaac 
cttaaataat 



acctt cgcag 
gtgcggaggc 
cagcagaccg 
agcaaaatta 
aaggccaggc 
ggagacccta 
agggtgctga 
ggggatat ag 
gcaatgaaga 
gtcggtaccg 
atggcaaaga 
agcagggcgg 
ccaacaagaa 
acctaaagtg 
gcagcatggg 
gttttttaaa 
atctggtcaa 
ttgatttttt 
tgtctttgtg 



tgtaggaga t 
agcaaatgtt 
t aaccat t a t 
ccagaatagt 
ccaacaacgc 
tgggcgtcga 
caaccagggt 
accacgattc 
agataaagaa 
ccgcaactt c 
gacaaaagca 
ggctgagtaa 
gaaa tatgaa 
cttgcttttt 
gtttttatta 
aaagcctggt 
gt tgagattt 
caaaaaagtc 
t aaaaaaaaa 



ggagagactg 
acaggtcctg 
agacgct at c 
gagagtgggg 
cggccctacc 
ccacagt att 
gcaggagaac 
cgcaggggcc 
aatcaaggag 
aattaccgac 
gccgatccac 
atgccggctt 
attccagcaa 
gcccgttgac 
t t tt taccta 
ttttctcaat 
tt aagaactt 
aacaaactgc 
gggaat at 



tggagtttga 
gtggtgttcc 
cacgtcgt ag 
aaaagaacga 
gcaggcgaag 
c-aaccctcc 
aaggtagacc 
ctcctcgcca 
atgagaccca 
gcagacgccc 
cagctgagaa 
accatctct a 
t aagaaatga 
cagataaata 
aagacgtctc 
acgcctttaa 
catttt taat 
aagcacctct 



4 80 
540 
600 
560 
72G 
7S0 
84C 
500 
960 
1020 
1080 
114 0 
1200 
1260 
1320 
1330 
1440 
1500 
154 8 




(2) INFORMATION ON SEQ ID NO. 59: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 12 54 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 59: 

cgtgcgtgtg gtgcccctgc 60 
agggctgtag cctgtgagca 120 
cgccgccgcc gcccagagac 180 
acagaacatc cagtcatgga 240 
gctgagcgat atgatgacat 300 
ttatccaatg aggagaggaa 360 
aggtcatctt ggagggtcgt 420 
cagcagatgg ctcgagaata 480 
gatgtactgt ctcttttgga 540 
agtcttctat ttgaaaatga 600 
tgatgacaag aaagggattg 660 
cagcaaaaag gaaatgcaac 720 

tgggrtctat targagattc 730 
ccttcgatga agccattgct 340 
cgcraataat gcaatcactg 900 
acgaagctga agcaggagaa 960 
catrctaaaa tt tacacagt 1020 
grttacgatt ta t gacaggt lOSO 
gttttatgtt tagttttgggl 1 4 0 
tttcgtcttt gagggtgggcl200 
tgaggtgttr ttgg 1254 



ggaccgcttc 
tgccggggct 
gcgagatcca 
tgctgagccc 
taaaaatgag 
ggcagcctgc 
tcttctctca 
ctcaagtatt 
cagagagaaa 
aaagttcttg 
aaggagatta 
tcgaccagtc 

caacacatcc 
tgaacccccg 
gaac* tgata 
aaacacaact: 
ggacgggaaa 
agaccartt g 
- 'catiguwaCii 
ggag-aggag 
ccag-atggg 



ccccgagcca 
ggtgattgga 
gggacagagt 
gtccgtccgc 
ctggttcaga 
atgaagtctg 
gttgcttata 
gaacaaaaga 
attgagacgg 
atccccaatg 
ctaccgttac 
acaacaagca 

tatcagaccg 
cagagaaagc 
cattaagtca 
tgacat tgt g 
attaaccggc 
tcatccargc 
tctatttgaa 
ccagttraac 
ggggtgttgg 



gcagcagcgt 
ggaaaccccg 
ctcagcctcg 
cgccaccacc 
aggccaaact 
taactgagca 
aaaatgtrgt 
cggaaggtgc 
agctaagaga 
cttcacaagc 
ttggctgagg 
taccaagaag 

gggctggccc 
ctgctctctt 
agagt catac 
gacaccgga t 
ct tccaact t 
cgtcccacaa 
tttcratatt 
gtttggggag 
gattttztgr 



ttgacgtcat 
tgtctgacgg 
ccgctgctgc 
cactccggac 
ggccgagcag 
aggagctgaa 
aggagcccgt 
tgagaaaaaa 
tatctgcaat 
agagagccaa 
ttgccgctgg 
cttttgaaat 

r taacttctc 
gcaaagacag 
aaagacagca 
acccaaggag 
ttgcctgcct 
atagtttttt 
t tccct gtgg 
tttgccrgrt 
taccagtttt: 



(2) INFORMATION ON SEQ ID NO. 63: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 954 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 




(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 63: 



cctcttcttt rtctttttct tctttttttt ttccttrttt ttttttgrga gagcagggtc 60 
actttatrgg tatagagact gcagagggac caggggcttt agctgttggc agctatggtgl20 
tccttaatcc agtccacata gttgtagacc ttggtgtaga ctccaggcct gtt ct tct gglSO 
gcacagccat agccccagga gacaattcct: tggagcrctc cattggagac cacagggcca2 4 0 
ccagaatcac cctggcagga atccttgcct ccctcgagga agcccacaca gaacatgttg300 
ttggtaatct ttccagggta ggaggcrtca cactcagcct ggctcagcac aggagcatcc360 
aggcactgca gctcgtctgg gtagtcggca ccagaactca gagtgttgcc ccagccggag4 20 
atgagggact cggtgccagc agctggaggg gcagtgggca gagagatggc ggacacgcgg4 80 
gaattgatga cggcaggtga ggagagcttg atcagcagga tgtcattgtc cagagtccgg54 0 
ctgttgtatt tggggtggcg gatgatcttg gccgcattga tgaactgttc attcccctcc600 
aggacttcga tgttgtgctc tcccagtctc acctggatgc gggacttgta gcagtgacct660 
gctgacacca cccactgttc gctgatgagg gagccaccgc agaagtggta gccagaattc? 20 
aaggacacct ggtaggggac agaattctcc tcacagatgt agcccccaac gatcttgtca780 
tcatcatcaa agggggcagc aacagcagct gcaacaaagg taaggatcag aagtagattc84 0 
atggtggtag agtgtgcctg attgctggtg gagaacccgt ctttatacct cccgaggatg900 
gggagaggag gtgtctgtga ggtgagggtc actgctcctc ccagcacaaa caca 954 



INFORMATION ON SEQ ID NO. 65: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2213 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 

(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 
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(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 65: 

gqcggacccg ccgcgggtcg aggcctgcct ctccgagagc tcctggcgcg gccgtcccag 50 

cccggggccc caggiigcgct tcccctagag agggattttc cggtctcgtg ggcagaggaa 120 

caaccaggaa crtggggctc agtctccacc ccacagtggg gcggatccgt cccggataag 180 

acccgctgtc tggccctgag tagggrgtga cctccgcagc cgcagaggag aagcgcaacc 240 

ggcctcgaag aacttctgct cgggtggctg aactctgatc ttgacccaga gtcatggcca 300 

rggcaaccaa aggaggtact gccaaagcrg cttcaggatt caatgccatg gaagatgccc 360 

agaccctgag gaaggccatg aaagggctcg gcaccgatga agacgccatt attagcgtcc 420 

tcgcctaccg caacaccgcc cagcgccagg agancaggac agcctacaag agcaccatca 480 

gcagggactt gatagacgac ctgaagtcag aactgagtgg caactccgag caggtgattg 540 

tggggatgat gacgcccacg gtgctgtatg acgtgcaaga gctgcgaagg gccatgaaag 600 

gagccggcac tgatgagggc tgcctaattg agatcctggc ctcccggacc cctgaggaga 660 

rccggcgcat aagccaaacc taccagcagc aacatggacg gagccrtgaa gatgacattc 720 

gctctgacac atcgttcatg ttccagcgag tgctggtgtc tctgtcagct ggtgggaggg 780 

argaaggaaa tratctggac gatgctctcg tgagacagga tgcccaggac ctgtatgagg 840 

c-cggagagaa gaaatggggg acagatgagg tgaaatttct aactgttctc tgttcccgga 900 

accgaaatca cctgttgcat gtgtttgatg aatacaaaag gataccacag aaggatartg 960 

aacagagtat taaatctgaa acatctggta gctttgaaga tgcrctgctg gctatagtaal020 

agtgcatgag gaacaaatct gcatartttg ctgaaaagct ctataaatcg atgaagggct 1080 

tgggcaccga tgataacacc ctcatcagag tgatggtttc tcgagcagaa attgacatgt 1 14 0 

tggatatccg ggcacacttc aagagactct atggaaagrc tctgtactcg ttcatcaaggl200 

gtgacacatc tggagactac aggaaagtac tgcttgttct ctgtggagga gatgattaaal2 60 

ataaaaatcc cagaaggaca ggaggattct caacactttg aattttttta acttcatttt 1 320 

tctacactgc tattatcatt atctcagaat gcttatttcc aattaaaacg cct acagctgl 380 

cctcctagaa tatagactgt ctgtattatt attcacctat aattagtcat tatgatgctt 14 4 0 

taaagctgta cttgcatttc aaagcttata agatataaat ggagatttta aagtagaaat 1500 

aaatatgtat tccatgtttt taaaagatta ctttctactt tgtgtttcac agacattgaal560 

tatattaaat tattccatat tttcttttca gtgaaaaatt ttttaaatgg aagactgttcl 620 

taaaatcact tttttcccta atccaatttt tagagtggct agtagtttct t catttgaaal 680 

ttgtaagcat ccggtcagta agaatgccca tccagttttc tatatttcat agtcaaagccl74 0 

ttgaaagcat ctacaaatct ctttttttag gttttgtcca tagcatcagt tgatccttaclSOO 

taagrttttc atgggagact tccttcatca catcttatgt tgaaatcact ttctgtagtcl8 60 

aaagtatacc aaaaccaatt tatctgaact aaattctaaa gtatggttat acaaaccatal920 

tacatctggt taccaaacat aaatgctgaa cattccatat tattatagtt aatgtcttaal 980 

tccagcttgc aagtgaatgg aaaaaaaaat aagcttcaaa ctaggtattc tgggaatgat204 0 

gtaatgctct gaatttagta tgatataaag aaaacttttt tgtgctaaaa atact tttta2 100 

aaatcaattt tgttgattgt agtaatttct atttgcactg tgcctttcaa ctccagaaac21 60 

attctgaaga tgtacttgga tttaattaaa aagttcactt tgtaaaaaaa aaa 2213 



(2) INFORMATION ON SEQ ID NO. 67: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2878 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

( i i i ) H YPOTHETI CAL : NO 



(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 67: 



cctcgtgcag gtgcaccgct tggtcctaaa 
tccatggtgc aacaaacaga tcacaaggtg 
T:aatgtggag gctgtggagc tgctaattcg 
tcttcaccta gcgcagtcaa tggagaatgg 
gcagtragta aaaatcctgc tggtggatga 
zczgtzccac accattgaaa ccctcatgag 
agaaggattg ccccagctga tggaagtagt 
tgctcatgga ggcccaaact ttatgatgca 
cgaccctcca ggccrgaggg agaaggcaga 
ccattcagca gcagctggcc gcgacagtac 
gcaccagcaa ggaatactga agaccgatga 
tgaaatgtgt gttgaaatca gtraccgtgc 
caatcccacc atgatccgag ccaagtgcta 
tgcacrgctc gtgaaacact caggggaggc 
gaacaaggtc cttggtatag tagtgggagt 
tgaatttcag caacttccct accatcgaat 
acctgagcat gtgttggaaa ccattaattt 
ccacatcttg aggcctacca aagctcctgg 
ccatcggata tttattgcaa gaatgctggc 
gtatgcacag ctactgattg atttattcaa 
actcaccaaa cctatgcaaa tcctctacaa 
gcatgatttc ccagagttcc tttgtgatta 
taattgtatc cagttaagaa atttgatcct 
cgacccattc actcctaatc taaaggtgga 
gattctcacc aatttcactg gagtaatgcc 
tcttaaaact cgatcaccag tcactttcct 
aatgaacctg ggaatcgcta caacctccag 
actcaggcca ttgcgcacat ccacaacaag 
cactcagcac acatggatat cttccagaat 
i:atctctttt tgaatgcaat tgcaaatcag 



agctctggag gatggccggg .catargggtc 60 
cctaattgaa cgtcgagatg aacataaata 120 
caatcatttg gttaatatgc agcagtatga 180 
cttaaactac atggctgtgg catttgctat 240 
aaggagtgtt gcrcatgtta ctgaggcaga 300 
gattaatgct cattccagag gcaatgctcc 360 
gcgatccaac tatgaagcaa tgattgatcg 420 
ttctgggatc tctcaagcct cagagtatga 480 
gtatcttctg agggaatggg tgaatctcta 540 
caaagctttc tctgcatttg ttggacagat 600 
tctcataaca aggttctttc gtctgrgtac 660 
tcaggctgag cagcagcaca atcctgctgc 720 
tcacaacctg gatgcctttg tccgactcat 780 
caccaacact gtcacaaaga ttaatctgct 840 
tctccttcag gatcatgatg ttcgtcagag 900 
ttttatcatg cttctcttgg aactcaatgc 960 
ccagacactt acagctttct gcaatacattl020 
ctttgtatat gcctggcttg aactgatttclOSO 
acatacgcca cagcagaagg ggtggcctatll40 
atatttagcg cctttcctta gaaatgtggal200 
gggcacttta agagtgctgc tggttctttt 12 60 
ccattatggg trctgtgatg tgatcccaccl320 
gagtgccttt ccaagaaaca tgaggctcccl380 
catgttgagt gaaattaaca ttgctccccgl4 40 
acctcagttc aaaaaggatt tggattcctalSOO 
gtctgatctg cgcagaacct acaggtatccl560 
ctcatcaatg cactggtgct ctatgtcgggl620 
ggcagcacac cttcaatgag caccatcact 1680 
ttggctgtgg acttggacac tgagggtcgcl740 
ctccggtacc caaatagcca cactcactaclSOO 



ctcagttgca ccatgctgta cctttttgca caggccaata cggaagccat ccaagaacacl 8 60 

atcacaagag trctctigga acggtrgart gtaaataggc cacatccrtg gggtcttctc 1 920 

attaccttca ttgagcrgat caaaaaccca gcgtttaagt tctggaacca tgaattrgral 980 

cactctgccc cagaaaccga aaagrtattc cagtcggrcg cacagtgctg catgggacag204 0 

aagcaggccc agcaactaat ggaagggaca ggtgccagtc agacgaaacc gcarctc-gt2 100 

tg-acgcgrc actctagagg rctcactgca ccgagttcat aaactgacrg aagaatcctr2 1 60 

zcaqozczzc ctcactttcc cagccctfcg gttrgtgggu atcugcccca actacT:gttg2220 

ggarcagccr cctgrcctat g'cgggcacgt tccaaagttt aaacgcattt c tt ugactct2280 

tggccaaaat ttagaagarg ctgtgaatar cattttgaac ttgtgtaaat aca tgaaaga2 3 4 0 

ggaaaacctt tgtcrgcaac ttcttggctt tgtgcaagct gtgrccaagg caagtacat:a2 4 00 

aactggtacc txigtaatgaa gaggcagctg atgccatgca cttgtctgag ggcatagctc2 4 60 

catgtcttct gacacccctg grgtcccaaa gaatagcaaa aagccagttt gaacacratg2 520 

taacttattt ttztaatg-g gacaggggac cttgaaaatc acraagttat t aaaaatgtg2 580 

gatgtgctag aattggatia:: gtccacgaac atgggaaggg ctcactattg gaat:cccatg2 64 0 

aczzzccazz ttgtctctac ccaaacgtat cccaaagctg actgcatttg taccatctta27 00 

tttcttt-gg ggactataca cctcagccgc ctgagaccgg ggtcagctct t tatataaag27 60 

ggaaaccaga ccacgrcraa agcczacccc ctaccctcac cccccccaca atcctct cct2 3 20 

gaaactrtaa aaaccagrgg ggattctagg gaaagggaac ccaaacccgc atraattg 2878 




INFORMATION ON SEQ ID NO. 68: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 701 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 68: 



atgatatttt ggatgtagtc ttttgattgt ttaaatctta aaaagtaatg ggatcttttg 60 
acactggggt atgttrtatt tttatgtgtg caaattttaa ccatattctt ttctagttaal20 
agaggaaaaa gcaagttgct ccagaaaaac ctgtaaagaa acaaaagaca ggtgagactt 180 
cgagagccct gtcatcttct aaacagagca gcagcagcag agatgataac atgtttcaga24 0 
ttgggaaaat gaggtacgtt agtgttcgcg attttaaagg caaagtgcta attgatattaSOO 
gagaatattg gatggatcct gaaggtgaaa tgaaaccagg aagaaaaggt atttctttaa360 
atccagaaca atggagccag ctgaaggaac agatttctga cattgatgat gcagtaagaa4 20 
aactgtaaaa ttcgagccat ataaataaaa cctgtactgt tctagttgtt ttaatctgtc4 80 
tttttacatt ggcttttgtt ttctaaatgt tctccaagct attgtatgtt tggattgcag54 0 
aagaatttgt aagatgaata ctttttttta atgtgcatta ttaaaaatat tgagtgaagc600 
taattgtcaa ctttattaag gattactttg tctgcccacc acctagtgta aaataaaatc660 
aagtaataca atcttaaaaa aaaaaaaaaa aaaagtcgag c 701 



INFORMATION ON SEQ ID NO. 69: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 817 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 
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(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 69: 

gttttttttt tttttttttt ttttttttaa gcacagaaag ctrttattac cacagaggaa 60 

atcaggaaat gctggaggca gcctcgttag ctgtgtgatc agggagggga cagcaggcggl2 0 

gaacccgtca tcaatcatgt ctgggcagtc tcccaaccaa caggtttgtt tggttcaggalSO 

gaggcttttg ctgggctgtg tgtgtgtatg atcaggaagg tcagcctcaa caaaT:gggct24 0 

tcttcccgga cataggacag ccagaatcgg ggacaccagc tgcacagaca ccaccttaaa300 

atggaaatca aattaggttc attacatcag gaagtacatr tcaccctgat cataaaagag360 

, ggacaaggga gcactgggct ctactggata gcctttcttt tagataagat gcttt taaaa4 20 

gttaaacatt ggcagggcct ttcccctagc taacagcaag cagcacacaa tt ccaagtca4 80 

gcttgtaaag cttttgttat ctttgttatc tgttattatt tggattttga acgaaattga54 0 

tggagtacga gccggtagag gaatcctgtt tgatctggaa attttccgtg gagagcccaa600 

aaggtcggag aaccaagttc ccaagatctt ttaatttacc taacatctct tcttttagtc660 

tttcattacg ttcttcaatt tgcttaggta atctcataca agcttctctt gctt:gatgta720 

ttgatgaagg ttcccgcctg ctgtcccctc cctgatcaca cagctaacga ggctcctcca780 

gcatttcctg atttcctctg tggtaataaa agctttc 817 



INFORMATION ON SEQ ID NO. 70: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2 686 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 70: 



gcaaggccta 
qgcggaagag 
z:: t ga t cccg 
agacttccaa 
cacacccgga 
t cggtatatt 
ctatgcctga 
at tacctccc 
aaattcgtgg 
ct actatgga 
ttgagtrgaa 
t tctggaaaa 
accatgagaa 
cacaaagctt 
aagcccatca 
ccgaattaga 
aatgtcagtt 
cagaaataga 
acaaagaaag 
ccgaaaagga 
grtttttaaa 
ctgtctttct 
accrgcatac 
cagaacttaa 
aact aagaag 
aagaaaaatt 
cagctaataa 
cttcagtaaa 
ctgcagcaga 
aaattgctga 
caaaatgcaa 
tgaaaattgc 
ttaaaaggag 
tttacccaga 
atgttgtctg 
aggatagcaa 
gtgggcatgg 
tctgtgagtt 
gtcactggaa 
tgtttgaaag 
tttttattat 
tagaccactg 
ccaggagcta 
aattttaatc 
ttatccctag 



ctgtcggctg 
gttcggcggc 
gagtc -ttcc 
ctttgcccat 
atgtcactac 
caaggttgga 
acatcatgtg 
aaatgatgat 
agcaagtaca 
agatgaagga 
aartgagaaa 
agaaacagca 
agaaagatgt 
aaaaatggaa 
gcttgaggaa 
cagtttaaag 
gaagacagag 
aaataccaag 
cgtgattact 
aaatctgcaa 
ggagcaactt 
ggctaaagaa 
tgcacgcttg 
actaaatgct 
agaagttgaa 
taaggaatgc 
taataatgtc 
cacagaccca 
ggcagatttt 
caaaacagaa 
taaatatgct 
tgaaaatgta 
tctagaaaat 
tgaaatacaa 
cagccagcct 
agaagatgag 
gacaggcttt 
aatgtttcct 
ggtgtgcccg 
gcatgtgcag 
gagttaatat 
aggagaccat 
ctttgagttt 
tctgttaatc 
ttgcagactg 



ggaggggagg 
tgatggcgga 
actggat -ca 
grcatctt-c 
acct taaCwC 
tggagt actg 
gaagga tcaa 
ggagaattt t 
cctttccagt 
aattctgaca 
accatgaaag 
caacttcgag 
gaccaactgc 
aatgaagagt 
gatattgtgt 
gacaaactca 
aaggatgaaa 
crratgtcag 
catttcaaag 
agaactttcc 
cgtaaagcag 
ctcagtgatg 
gaaaacgaga 
atgaaaaaag 
gatctgaaac 
caaaggctcc 
ttcacaaaga 
gccacttctg 
gacatagtaa 
aagtataata 
gatgaacttg 
aaacttgaac 
ccagcagaaa 
aggccacctg 
gctcgaaact 
aatgtgccta 
tgctttgatt 
cctaactatg 
atgtgcagcg 
acccattttg 
agtttagcag 
agagcggatg 
ggtgttacta 
ttaccaaaat 
ctgaataaag 



tgtagccggt 
tcaggatcgg 
caatgacat c 
aaaatgtggc 
catatattca 
ctcgtgatta 
cagtcaatrg 
atcagttctg 
ttcgagctrc 
tgttagtggt 
aaaaagaaga 
aacaagttgg 
aagcagaaca 
ntaagaagag 
cagtaacaca 
agaaggcaca 
aggaacttta 
aggtccagac 
aagagattgg 
tgcttacaac 
aggaacaggt 
ctgtcaacgt 
aagtgaaaaa 
atcaggacaa 
tccgtcttca 
aaaaacaaat 
aaacggggaa 
cctctactgt 
caaaggggca 
aatgtaaaca 
caaaaatgga 
tagctgaagt 
ggaaaatgga 
tcagagtccc 
ttagtcggcc 
ctgctcctga 
ccagctttga 
atcagagcaa 
agcagttccc 
atcagaatgt 
taaaaaaaaa 
ctttcatgca 
ggatcagggt 
t taaaaaaaa 
gtcaaggatt 



ctttgggggt 
aagcctgcgt 
ct t tcaagaa 
caagagttac 
tccacatcca 
ttacacgttt 
tgtact agca 
ttacgttacc 
ttctccagtt 
gaccacaaaa 
actgttaaag 
gagaatggaa 
aaagggtctt 
gttcagtgat 
taaagcaatt 
acatgaaaga 
taaggtacat 
ttraaaaaat 
caggctgcag 
ctcaagtaaa 
tcaggcaact 
acgagacaga 
gcagttagct 
gactgataca 
gatggctgca 
aaacaaact t 
tcagcagaaa 
agatgtaaag 
agtctgtgaa 
actctt gcag 
gctgaaatgg 
acaggacaat 
agatggagca 
ctcttgggga 
tgatggctta 
tcctccaagt 
tgttcacaag 
atttgaagaa 
tcctgactat 
tctaaatttt 
aaaaaaaacc 
ccctttactg 
cagtctttgg 
aaaaaaaaat 
atccat 



aggcggtagt 60 
aactttctcc 120 
gtcccattgc 180 
ctrcctaatg 240 
aaagattggg 300 
ttatggtccc 360 
ttccaaggat 420 
cataagggtg 480 
gaagagctgc 540 
gcaggccttc 600 
ttaattgccg 660 
agagaactta 720 
actgaagtaa 7S0 
gctacatcca 840 
gaaaaagaaa 900 
gaacaacttg 960 
ttgaagaatal020 
ttagatgggalOSO 
ttatgtttggll40 
gaagatactt 1200 
cggcaagaagl260 
acgatggcagl320 
gatgcagtggl380 
ctggaacacgl440 
gaccattatalSOO 
tcagatcaatl560 
gtgaatgatgl620 
ccatcaccttl680 
atgaccaaagl7 4 0 
gatgagaaaglSOO 
aaagaacaaglS 60 
tataaagaacl920 
gatggtgcttl980 
ctggaagaca2040 
gaggactctg2100 
caacatttac2160 
aagtgtcccc2220 
catgttgaaa2280 
gaccagcagg234 0 
gactagttac2400 
acacctaaaa24 60 
cactttctga2520 
cttatcaata2580 
cgtactttat2640 
2686 




(2) INFORMATION ON SEQ ID NO. 72: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 922 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 72: 



ctgctctgaa aagccatctt tgcattgttc ctcatccgcc tccttgctcg cggcagccgc 60 
ctccgccgcg cgcctcctcc gccgccgcgg actccggcag ctttatcgcc agagt:ccctgi20 
aacrctcgct ttcttrttaa tcccctgcat cggatcaccg gcgtgcccca ccatgt cagal 80 
cgcagccgta gacaccagct ccgaaatcac caccaaggac ttaaaggaga agaaggaagt240 
tgcggaagag gcagaaaatg gaagagacgc ccctgctaac gggaatgcta atgaggaaaa300 
tggggagcag gaggctgaca atgaggtaga cgaagaagag gaagaagggg ggtgatggtg3 60 
aggaagagga tggagatgaa gatgaggaag ctgagtcagc tacgggcaag cgggcagctg4 20 
aagatgatga ggatgacgat gtcgatacca agaagcagaa gaccgacgag gatgactaga4 80 
cagcaaaaaa ggaaaagtta aactaaaaaa aaaaaggccg ccgtgaccta ttcaccctcc5 4 0 
acctcccgtc tcagaatcta aacgtggtca ccttcgagta gagaggcccg cccgcccacccOO 
gtgggcagtg ccacccgcag atgacacgcg ctctccacca cccaacccaa accatgagaa660 
tttgcaacag gggagggaaa aaggaccaaa acttccaagg ecctgctttt tttcttaaaa720 
gtactttaaa aaggaaattt gtttgtatgt tctatttaca tttgatagtg ttgtacatat7 80 
tgttaggggr caaccatttt taatgatctc ggatgaccaa accagccttc ggaagcgttc840 
tctggcctac ttctggactt ttacgttggt gggttgttga ccatgttcaa ttataatccc900 
aaaaggggga aaaaaaacct tt 922 



(2) INFORMATION ON SEQ ID NO. 73: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 870 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 



(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 
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(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 73: 

ggaaccggcg gtgcgaggac tgctgcacag cgagcggagc cgcggtccgg acggcagcgc 60 
graccccgag ctcrccgcct ccccccgccc gccagccgag gcagctcgag cccagtccgcl20 
gcccccagca gcagcgccga gagcagcccc agtagcagcg ccatggccgg gtggaacgcc i80 
tacarcgaca acctcatiggc ggacgggacc tgtcaggacg cggccatcgt gggctacaag24 0 
aactcgccct ccgtctgggc caccgtcccc gggaaaacgt tcgtcaacat cacgccagct300 
gaagcgggtg tcccggt.gg caaagaccgg rcaagtttrt acgtgaatgg gctgacactt 360 
agaggccaga aatgttcggt gatccgggac tcactgctgc aggatgggga atttagcatg420 
gatcttcgta ccaagagcac cgg-ggggcc cccaccttca atgtcactgt caccaagact 480 
gacaagacgc cagrcctgct gatgggcaaa gaaggtgtcc acggtggttt gatcaacaag54 0 
aaatgttata aaatggcctc ccaccttcgg cgrtcccagt actgacctcg i:ctgtccctt600 
ccccrtcacc gctccccaca gctttgcacc cctrtcctcc ccatacacac acaaaccatt 660 
r^-accttttg ggccattacc ccatacccct tattgctgcc aaaaccacat gggctggggg7 20 
ccagggctag acggacagac acctccccct acccaratcc ctcccgtgtg tggttggaaa? 80 
^^^^^^g^^t tttggggttt tttrtttctg aataaaaaag attctiactta acaaaaaaaa3 4 0 
aaaaaaaaaa aaaaaaaaaa aaaggggggg ^'^^ 



(2) INFORMATION ON SEQ ID NO. 74: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1418 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 
{ D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 74: 
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ataaaagagg aaagagtgcc caggtctrca ctccactgcg actgcagaac tcagagctgc 60 
tcttcctctg tggccagttg gggaccagca tcatgaagtg gatggcggtg gtcttggtct 120 
gcctccagct cttggaggca gcagtggtca aagtgcccct gaagaaattt aagtctatcc 180 



::.aaaacca-- gaacgagaag ggcttgctgg gggagttcct gaggacccac aag.acgatc 240 
.-tqc-agaa g^.accgc-.tt ggtgacccca gcgtgaccta cgagcccatg gcctaca.gg 30o 
;'gc;;c=^a l-.-.-.g'tgag Itcagcatcg ggactccacc ccagaact.c c.ggtccttt 360 
'-a==ac=gc c.cczccaac ttgtgggtgc ccrctgtcta ctgccagagc caggcccgca 420 
-.-aqt-actc ccgcrtcaac cccagcgagt cgtccaccta ctccaccaat gggcagacct h80 
-ctcccrcca aratggcagt ggcagcct=a ccggc-rctt tggctatgac accccgacrg =40 
:;cagagcar c=aggtc==c aaccaggag-. tcggcrrgag ^.gagaatgag =='9?-^^=" ^00 
;=-tcgtcta tgcgcagtrn gatggcacca tgggccrggc ctaccctgct ctgtccgtgg 660 
acaacSccac cacagcratg cagggcatgg rgcaggaggg cgccctcacc ^^0 
rc^gia-cta cotcagcaac cagcagggcc ccagcggggg agcggttgtc "^9595^^^ ^^0 
-gcatagcag cctgtacacg gggcagarct actgggcgcc tgtcacccag gaactctact 840 
;?cagattgo carrgaagag ttcctcatcg gcggccaggc ctccggctgg tgttctgagg 900 
g^gccaogc catcg.ggac acaggcacct ctctgcrcac tgrgccccag 
gtgctc.^cr gcaggccaca ggggcccagg aggatgagta .ggacagtrt ctcgrgaacL 1020 
gtaacagcac tcagaatc.g cccagcttga ccrtcatcat caatggtg.g g^^^;===^^ JJJ J 
^gccaccttc ctcc^atatc ctcagraaca acggctactg caccgtggga ^-^cgagcccall40 
cctacc-qtc crcccagaac ggccagcccc tgtggatcct cggggatgtc t-.cctcaggtl200 
^;;act;tt= cg.ctacgac trgggcaaca acagagtagg ctttgccact 9==gcctaga 260 
^r-qccgccc cgacacotgg gctcccctct tccccttgac cc.gcaccct cctagggcat 1320 
';tat:^gtc tttccactc? ggattcagcc ttcttrttct ggactctgga c-.ttctctaal380 
taacaaataq ttcrtctttt aaaaaaaaaa aaaaaaaa 



(2) INFORMATION ON SEQ ID NO. 76: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1712 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI -SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 76: 



60 
120 
180 



grggcagaaa acctcatgac acaatctctc cgcctccctg tgttggtgga ggatgtctgc 
agcagcattt aaattccggg agggcttggt tgtcagcagc agcaggaggg gcagagcaca 
gcarcgtcgg gaccagactc gtctcaggcc agttgcagcc ttctcagcca aacgccgacc 
aaggaaaact cactaccatg agaattgcag tgatttgctt ttgcctccta ggcatcacct 240 
gcgccatacc agttaaacag gctgattctg gaagttctga ggaaaagcag ctttacaaca 300 
aatacccaga tgctgtggcc acatggccaa accctgaccc atctcagaag cagaatctcc 360 
tagccccaca gaatgctgtg tcctctgaag aaaccaatga ctttaaacaa gagacccttc 420 
caagtaagtc caacgaaagc catgaccaca tggatgatat ggatgatgaa gatgatgacg 480 
accatgtgga cagccaggac tccattgact cgaacgactc tgatgatgta gatgacactg 
atgattctca ccagtccgat gagtctcacc atrctgatga atctgatgaa ctggtcactg 

ar^rtcczac acacctacca gcaacccaag ttttcactcc aqttgrcccc acaccagaca 6oC 
ca-ataatgg ccaaggtcrat agrgtgct-t atggaccgag gtcaaaarcc aagaagttt- 

cctgatgcra cagacgagga caccaccrca cacatggaaa /8C 



540 
600 



jcacacctga ca-ccagtac 



840 
900 



gcgaggagtt aaacagrgca tacaaggcca cccccgtrgc ccaggaccrg aacgcgcctt 
c-ca-t-gga caaccgtggg aaggacagtt acgaaacgag tcagctgga- gaccagagtg 
c-gaaaccca cagccacaag cagtccagat tata^aagcg gaaagccaat gacgagagca 960 
atgagcartc cgatgtga^t gatagtcagg aactttccaa ag^cagccgt gaattccacaiO.u 
gccargaatt tcacagccat gaagatatgc tgg-tgtaga ccccaaaagt aaggaagaaglu 0 
araaacacct gaaacctcgt atttcrcarg aactiagatag tgcarcttct gaggtcaatr 1 1 4 0 
aaaaggagaa aaaa-.acaat trcrcacttt gcatrtagtc aaaagaaaaa at gctttatal200 
gcaaaatgaa agaaaacatg aaatgcttcc ttctcagttc attggttgaa tgtg.atctal2 60 
ttrgagtctg gc 
ctccctgtaa ac 

acaaaatact tttlcccact raalaagaga atataacarr ttargrcact ataatctttt 15G0 
attctttaag ttagtgtata ttrtgr^grg attatctttt tgtggtgtga ataaatctttl ou 
^arcrtgaat gtaataagaa rttggtggrg tcaattgctt atttgtttrc ccacggtrgt 62. 
ccagcaa-ta ataaaacata acctttttta ctgcctaaaa aaaaaaaaga gaaaagaaaa 680 
aaaagaaaag aaaaaaaggg gagggagggg ag 




(2) INFORMATION ON SEQ ID NO. 78: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 127 3 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 

(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 
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(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 78: 

accgcccccg ctgtgggtct cagcagctcg ggcggcggga ggggtggcag cggcaaggca 



60 



180 
240 



gcccagtttc gcgaaggctg tcggcgcgcc gcggcccgca ggcacccggc acgcgcctrc 120 
cccgcaggca cccggcacgc gccttccccg ccgccacgat gcccaagagg aaggtcagct 
ccgccgaagg gccgccaagg aagagcccaa gaggagatcg gcgcggtrgt cagctaaacc 
tcctgcaaaa gtggaagcga accgaaaaag gcagcagcga aggataaatc ttcagacaaa 300 
aaagtgcaaa caaaagggaa aaggggagca aagggaaaac aggccgaagt ggcraaccaa 360 
gaaactaaag aagacttacc tgcggaaaac ggggaaacga agactgagga gagtccagcc 420 
tctgatgaag caggagagaa agaagccaag tctgattaat aaccatatac catgtcttat 480 
cagtggtccc tgtcrccctt cttgtacaat ccagaggaat atttttatca actattttgt 540 
' aaatgcaagt tttttagtag ctctagaaac atttttaaga aggagggaat cccacctcat 600 
cccatttttt aagtgtaaat gctttttttt aagaggtgaa atcatttgct ggttgtttat 660 
ttrttggtac aaccagaaaa tagtgtggga tattgaatta tgggaggctc tgactgtctc 720 

gggtgtcagc ttaacattcc acagatgggg ggttagrttt tatatccrat aatacaaagc 780 

a-attaaatg gcaatatgga grcagtcctg catttaatgt ctrcaacatt tcaaattacr 840 

tctac-acca tgrrgttctc tagtagaatt gtttcctaaa gaaaaccact ctttgarcat 900 

^gczctctcr gccagaattg tgtgcactct gtaacatctr tgtggragcc ctgtttrcct 960 

aataaccttg ctactgrgct gtgaaagact acagatrtga acatgtagtg tacgtgcr gt 102 0 

tgagttgtga actggtgggc cgtatgtaac agctgaccaa cgtgaagata ct ggract tg 1080 

acagcctCwt aaggaaaart tgcurccaaa tttcaagctg gaaagtcact ggaaraactt 11 4 0 

raaaaaagaa ttacaataca cggcttttta gaatttcgtt acgtatgtra agatttgtgtl200 

acaaactgaa atgtctgtac tgatcctcaa ccaataaaat ctcagttatg aaaataaaaal2 60 

aaaaaaaaaa aaa 1273 



(2) INFORMATION ON SEQ ID NO. 79: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2342 base pairs 

(B) TYPE: Nucleic acid 

( C) STRAND : individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 79: 



cctcggacca ccggactggc ctggggcggg 
actgcagggc tgaagcggcg gcggcggtgg 
ctcccctggt gctcggrctg gtgagcccta 
cctctagtga rgargtgatc gaattaacrc 
gtcatagttt ctggcttgta gaattctatg 
caccagaatg gaagaaagca gcaactgcat 
acgcagataa gcatcattcc ctaggaggtc 
aganttrrgg atccaacaaa aacagaccag 
ccattgtaga tgctgcgctg agrgctctgc 
gaagcggagg atacagttct ggaaaacaag 
tgattgagct gacagacgac agctttgata 
tggttgagtt ctatgctcct tggtgtggac 
ccgcagcttc agaagtaaaa gagcagacga 
ctacagtcaa tcaggttctg gcctcccgat 
Latttcagaa aggcgagtct cctgtggatt 
tgtcccgggc ccttgatttg ttrtctgata 
tcaacgagga cattgccaag aggacgtgtg 
tgccccanat: cctcgatacr ggagctgcag 
agtrggcaga caaatacaaa aagaaaatgt 
agtctgaact tgagaccgcg ttggggattg 



acgtgggcgc gggggcgcgg cgtgcggcac 60 
ggactgcacg tagcccggcg ctcggcatgg 120 
ccttcLttct ggcagtgaat ggtctgtatr 180 
catcaaattt caaccgagaa gttattcaga 240 
ctccatggtg tggtcactgt caaagattaa 300 
taaaagatgt tgtcaaagrt ggtgcagttg 360 
agcatggtgt tcagggafct cctaccatta 420 
aagartacca aggtggcaga actggtgaag 480 
gccagctcgt gaaggatcgc ctcgggggac 540 
gcagaagtga tagttcaagt aagaaggatg 600 
agaatgttct ggacagtgaa gatgtttgga 660 
actgcaaaaa cctagagcca gagtgggctg 720 
aaggaaaagt gaaactggca gctgtggatg 780 
acgggattag aggatttcct acaatcaaga 840 
atgacggtgg gcggacaaga tccgacatcg 900 
acgccccacc tcctgagctg cttgagatta 960 
aggagcacca gctctgtgtt gtggctgtgcl020 
gcagaaattc ttatctggaa gttcttctgal080 
gggggtggct gtggacagaa gctggagcccll4 0 
gagggtttgg gtaccccgcc atggccgccal200 



tcaatccacg caaqatgaaa tttgctctgc taaaaggctc cttcactgag caaggca tea 1 2 60 

acqagtzzcz cagggaccwC rcttttgggc gtggctccac ggcacctgta ggaggcgggg 1 320 

czzzzczzac catcgttgag agagagccct gggacggcag ggatggcgag crtcccgtggl380 

aggatgacat tgacctcagt gatgtggagc ttgatgactt agggaaagat gagttgtgagl4 40 

agccacaaca caggcrtcag accartttct ttccttggga gccagtggat ttctccagcal500 

gtgaagcgac aLtctictaca ctcagatgac tctaccagtg gccttttaac caagaagtagl560 

tacttgattg gtcattrgaa aacactgcaa cagrgaacTit ttgcatctca agaaaacatt 1620 

gaaaaatrct atgaattgtt gtagccggtg aattgagtcg tattctgtca cataatattt 1680 

tgaagaaaac trggctgtcg aaacattttt ctctctgact gctgcttgaa tgttcti:ggal7 40 

ggctgtttct rargtatggg ttttttttaa tgtgatccct tcatttgaat attaatggct 1800 

Cuttccatta aagaataaaa tatcttggac aargccgata aatgtatgaa gttagtatcclB 60 

acarcataaa ttcagagtga tgfctagcag taaatcaata ttttgaagtg atacacagat 1920 

qzctzzcczc cccacaaact tttc^aaaca aaaaacaaga cctcttttct ttagatggtgl980 

ccaccratgc ccaccacaac agagatttta catggaaacc gggctcagtg agaactgatt 204 0 

zoczgcccaa tatttgrctt t:gggctgtct ctagtgacta attattaagg aat ctagctg2100 

gttatacagt tcaaggcttt ctatgttgtt aatgaacctc aaaatagccg ttaagacatg2 1 60 

aaatacagca gcaggztacc aatgcgaaca ggtagttcgc atttatgtaa aacattcaga2220 

aaatgaagtt rtgaatrtgt tggaacattc aaaggacttg agagcatttt at cgtaact t2280 

aaaaaaataa atacaactgt cactaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa2 34 0 
aa 2342 



(2) INFORMATION ON SEQ ID NO- 80: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1959 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 




(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 80: 



gcagttatat aataagtttg ggagacaaaa tgatacgcac acgagagaag atgaagaaga 60 
tactcaaagt tccaaatctg aagaacatca tttgtactct aatccaatca aagaagaaat 120 
gacrgagtct aagttctcta agtactctga aatgagtgag gaaaaacgag ccaaacrtcg 180 
tgaaattgag ctcaaagtta tgaagtttca ggatgaattg gaatctggga aaagacctaa 240 
aaaaccaggc cagagttttc aggagcaagt agaacactac agagataaac ttcttcaacg 300 
agagaaagag aaagagtrag aaagagaacg agaaagagac aagaaagata aagaaaaatt 360 
ggaatctcgc tccaaagaca agaaggaaaa agatgagtgt actccgacaa ggaaggaaag 420 
gaagaggcga cacagtacat cccccagccc atctcgcagt agcagtggta gacgagtgaa 4 80 
atccccatca ccaaaatcgg agcgatcaga gcgttcagaa agarctcata aagagagctc 540 
acggtccagg tcatctcaca aagattctcc tagagatgtt agcaaaaaag ccaaaagatc 600 
accatctggt tcaaggacac ctaaaaggtc taggcgatca cggtctagat ctcctaaaaa 660 

atcaggaaag aagtccagaz cccagtccag atctccacac aggtctcata aaaagtcaaa 720 
gaaaaacaaa cactgacgca aatrtttaag atgctgtcac ttattggaaa cgcgattrgt 780 
ttrgrgcccg aacggwCrgt tttttaaaaa aacaaaaaat caaatgaaag agcattcctg 840 
qggttttttg tttgrttg"cg tatgcatgtg taaacccatg agcaacrgca cctgiiagarc 900 
Lgccatrgc-c ccatattgtg taaartactt tcattgtggc tatttctcaa gatgaaattt 960 
ttattg-^tct aatggattrc atcagaaatg cgtataatgg atctgctgac agtagtagt al020 
tctrgtttta ggatgttgtg acttagcaaa aataatacag atgtcttccc cccttttgt alOSO 
gctrtgacaa tttgaactag atttcaaata aaatctgaac agaaaactat aatgttgtt:tll40 
tttrgcccca ccggrgatat taaguccctt aaagtcctac tgagtttcac actactgttgl200 
tgcttcttat acctgatgca ctttataagc cccagtgttc aagtagctta agtttnatat 12 60 
ttactaagat gactatccaa at'caagggac ctgagactcc tatttggtgg tttgctaaccl320 
atttgctttt gataagtttc tcttgggtaa tactaatacc cagatatcaa agactaggual380 
garatggcar ggcgttttgt tagtggaatg cctggctaaa acattttttt cacagaagca 1 4 4 0 
atatgatrtc catacatcca acccatgttc tgagcaacta cttactttta gggggaaatt 1500 
aaatatcttt tcatttcctc ttctattatg aaagaagrtt atttgtaaaa caaattttct 1560 
aacaaggttt ggccaragaa ttctcttgta tgattgttga ccttttataa tctcct:gtagl620 
gcratctttc aaacactggc atcagaatat tttttataag tttgtgttta aacagcttagl680 
ctggtccccc cccccactcc caagagactt gggtttagtt atagctttaa gtaaaattt a 17 4 0 
aaaataaaat gtttttcagg aaacttcgta tctaatggtt tgtaaattca aggcgcaaaalS 00 
agttgattta aaccatttgc agagttgaac tctattatga aaataaattt gctacggt at 18 60 
gaggaagaaa taaaacttgt gtaatgttgg tcataatact gctataaata taataaagggl920 
ttatgtagaa ttgaacrgac aaaaaaaaaa aaaaaaaaa 1959 
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INFORMATION ON SEQ ID NO. 81: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 3708 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 
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gcccctatta tcacgcacgg tagacaagct 

cacaactttt attagaaaag ttatacataa 

taaacccgat aagcaacaaa aaccagacta 

ttctaaaatc aaacattcaa ttatctacaa 

gtttacaggc acatcatatt gaatataaag 

ccgaagaaac tgaatcatta aaacagtaat 

taattttaaa ttattgggta tacactgaag 

acaaaagttt caacacttaa gctagaactt 

acatattctg ataatcataa cagtcacatg 



tttttttttt ttttttttta cagcttataa 60 
catagcatca actattttca agaacaatat 120 
acaaaatgtg taacaagaaa ctaatgacct 180 
tgtcttttta caaacgggga aaactccttg 240 
ctgcaatagc aattttatac aattaccact 300 
tacgagttca caaatttaaa acatttcaca 360 
tctgagtttc aaaagtgatt tttttttccc 420 
tcagtgttaa ctttgcccta aaaagttaag 480 
atttctgatg ctatctggtc tgttaataat 540 



aaagncrtta rttggatgta tctttcrtca attaaattac aggaaactgg acataggatit 600 
zzqzzgcaac gctatraaag ttccaaacca ggagtgtgca gcactggaaa aggaga::caa 660 
zaczaaaacz tacaataaai: atcagagaag ccgttagttt ttacagcatc gtcTigcTitaa *720 
aagctaagtm gaccaggtgc ataattrccc atcagtctgr ccttgtagta ggcagggcaa 780 
ttt.c::gtttt catgatcgga atactcaaat atatccaaac arctrttraa aacrttgatt 840 
tatagcccct agaaagrtat gttrtttaat agtcacrcta crctaatcag gcctiagcttt 900 
gctcartrTig gagccccact aaaataacag atttcagtat agccaagttc atcagaaaga 960 
ctcaaacgga atgatctaca aaatagaaca ctttaaacca ggtcagrcct arctr tt tgt 1020 
agcrgaaggc tatcagtcat aacacaattt cgcgtacacc tctgctcatt atggaattaclOSO 
acctaaaacg aatcrcaaga gggtgaccat tgttgtttca gataccatcc ctaaggagagl 1 40 
tggttaacag gaagartgcc agtgttactg atggaaagaa gtgtttgttx: gtcrtttttt 1200 
cttgtcaaag acttacacca tagttttaaa ttaaactgtc aggcattttc tcagacaggt 12 60 
tttccttrtc aatgcagtaa tgaagaacta agataaaaat catgactttt gactgccact 13 20 
caacattarr acatgcacca atattgcaca catctgttct gaactgttaa aatcatcttcl 380 
tgagtccttg gggtgctgtt fccrccatca gaacacaaac acaacccatc taatcagttt 14 4 0 
cccrcaaaga tgaaattgac aaatttaatg tactggaaaa aaatgaagaa ggaaaaaggcl 500 
aaagacrtcg tacagacaaa aatctaagtt ttctcaaagg gttctgtgtc ccccacacat 1560 
gggggcaatt tgtaagcact agtgaatcaa acactagcta taatgcttct agctcctrat 1 620 
ataatatgga accttggtcc aggtgttgcg atgatgtcac tgtacggttc ttccrgtgtcl680 
agctcaatag cttgcrgctt tttaagaacc aagaagctgt agaactttgc ggcagcttg t 17 4 0 
cttctgttcg ^atttcgaca taacrcaagc aaactgatag attcagctcc agtttt agcal 300 
agagcacgct gaagaccacg aagcatctgc cgagtccttt tgttccatct tctttcttccia 60 
tgarcrtgat cgccccctga cgcatcttca tcctcttcct cttcatcatc ttcttt rtccl920 
ttctcrctct cctrctcttt ttctggcaga agttctaact ctggtattag ctgacagaLal980 
tttggaggtt cttctggggg aagctctaca ggtggtattt cccatctgct ctgggtcaat204 0 
ttgtccagct tttcgcttaa ctccctgagg tggtggtgga ggcatagctg ac 'car ctat2100 
gtttgttctg ctggcctcca tcactgactc ctggaggcgg cttggctctt caataatggg21 60 
ctcatcgata acatcacgct gctgatgctg ctgttgctgg tcctctctag gaacctcT:gg2220 
attttcaaar tctttgagga atrcatccaa attatctgcc tctcctcctt tcctcctttt 2280 
tctaaggtct tctggtacaa gcggtigtaag acagcgtgta aagagcttca gragtctgtt234 0 
attccacaaa ggctgagcag gtaaagaaaa cagtttttct actcctcctg tct ctttcca24 00 
catcarcaat ttcttggtgg cggtgccaga tccaaagtag taacaatatc tgaataat:ca24 60 
ctaagttggg ctctaattgt cttgctatcc aacrctttga cactgtcaac aat tagcttc2520 
Cucttcctct tggcttttgt ttctttaaca gttatatcaa taggctccaa tgcaaatgct2580 
tcttcctcat ttggaacaag tgttgtttga tcagtcatgg ttggcattgg ttcaacggga2640 
ticcactgaat caggactatc aggcccaccc attgatacat tatcatcctc atccat:atcg2700 
tcatgtgcag gctgctctgg caacatcacc cctgcctcag agagggcagg gggatcatca2760 
aagataccgc catcattatt actaataagt ttgtcatcta arattccacc atcatttcct2820 
tctccaaaat tatcatcctt atattgatct tcatattcta aatggttaat tttctcattc2880 
agattgctgg tgctctgttc agactctaat aggaggttag aagtagtagt get tact aac2 94 0 
atgtcgtcat cctcaaaagc actgccttct ctcattatct cacgatcatc cat tccaaaa3000 
tcaccaaaat cattttcttg taaaatactg atgttcccaa cttcttctct catggttatc3060 
tcttccactc tactctgatt caagctgaac tgctgggcca catcgatgtc atctaagtca3 120 
ggcagtggct gatcaaagtc atgaaattct tcaggtaaag taatggcatt ataagctgct3180 
tcccgatttt cctcaggcag gtcaaccaca cctgcccgaa aagccatctt tatcttaatg324 0 
aatgcttcat tacagtctgc aagaaggtat ttggctttcc tgtgatagat tcgaactact3300 
cccagtaaga gatgtcctga tgtccgtaat gccattttta cctttggtga gatgatactc3 360 
ttccacgctg ctctctaaat tacactcgaa cacatgggct ttggttagct tcttatccca3420 
atgggccgct agccaaattc ttgccagagg ccctctttta ctgagaacaa aatgtgcgta3480 
gaacattgtt ctggctggct atgaaaacag aagaaaacct tgctctccgc tgggagttgg3540 
gcgggctggg tggcccgggg aggggaaaag ggtcggggga gggggtgggg aaagggggga3600 
gcccttgcga ggtgtagctt ccgagcagct ccccggcccc cacagccggc gcctccttcc3660 
cgattcactc aaacaaacaa gatggctgcc gttaacccgc ggctcttc 3708 
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(2) INFORMATION ON SEQ ID NO. 82: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 3045 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 82: 



~^ ti^^ 
SiE ™ i-E? ~ ^ ^ ^ 

~ a 1 SiE iSS i 

'^ra^tca:? a'^cccItL'c f ^f^^^^^ ataaaggag! ttgtgaagaa TcllTcT., 3 
^at^^'oo^^^ atcccattac tctttttgtg gagaaggaac gtgataaaga agcaagcgac 540 
T^Zlllll Itllllllll ----- --agaag^a g!aaga%.^:g III 

.acaagaaga agaagaaga^a g^ttlagS L^L^a^t^g^ Itllllllll Tctlllllll itl 
acaaagccca tctggaccag aaatcccgac gatattacti atgaggagta cg^agaattc 780 
IT^llTJal lltlTaT "^^--^^ cacttggcag tgL^L^tt ttlllltlll o 
lllltll;ll Zllllllll llT^ltllll tgatc^g^^t 500 

^ ^ gllii 

:^^-c-:- -g -a=Li ali-- ^^^^^i 

^ctcaaaai-r- rro^^^rr^ ^^^i- ^^"'y^^'^^^^ aaaaacataa agcttggaat acacgaaqaci200 

i 5"?? 

~i ibid 

aaaatcatga aagacatatt ggagaaaaaa gttgaaaagg tggttgt«c aaaccaat^aief S 

^ - ?b 

SaJcrtlar agatccccag acacatgcL acaggatcta caggatgatciLo 

aaacttggtc tgggtattga tgaagatgac cctactgctg atgataccag tgc?qc?atal980 

tlllltttll t9="cccct tgaaggagat gacgacaca? cacgcatgga ^gaagtlgaSao'? 

taatctctgg ctgagggatg acttacctgt tcagtactct acaattcctc tgataatata2100 

ticttt^^^ tgtttttctt tatttttgtt aatattaaaa agtctgtatg gcar;aca;c2 

tactttaagg ggaagataag atttctgtct actaagtgat gctgtgatac cttaggcact2220 

aaagcagagc tagtaatgct ttttgagttt catgttggtt tattttcaca gattggSqti228S 

acgtgcactg taagacgtat gtaacatgat gttaac??tg tgtggtctaa agJgtttSc23 2 

tgtcaagccg gatgcctaag tagaccaaat cttgttattg aagtgttctg agc?gtatct2400 



c;:?::^::! !"!"!"^ gtaggatcta ctt.rtgaac ttttca.tcc24 60 



mtl!^ :;?"a^'^" cgagtcacat tctgc;:;;; g^:;ta^^^%^ ItlllllT.ltroo 
atta°^ac-a lUS^^^" -^^'^^^^ ttagggggaa aggggagtat ctggaf gaca27 60 
clTaacrlal l.tn^l tt^ catgaggcgc tagcaggaga tggttaaaca ctljctgctc2820 

TotllUli: lllllllllt T^llllltll lllllll'''' ^^^5^^-^^ .caLt^.ag288? 

^^^r^Z^rrrr^ s^ycidtg^a gacaacatgc atcccctgcg tccatgagtt acat gtqT:tc2 94 0 

L'":";!! ...tIcl,.=^„'JS 



:ggccaaaa aaaaaaaaaa aaaaaaaaaa aaaaa 



3045 
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INFORMATION ON SEQ ID NO. 83: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2815 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 83: 



cagtggcggc 
gcaagtcaca 
aatgatacag 
ccaggaattc 
agaggaaatc 
agagtggaaa 
taccagctat 
aaaattaatg 
tatcacacaa 
aagtataaaa 
gagcttggac 
gttctcaagc 
agtcaggctt 
ttgaaaaaag 
aaaaaactgg 
cgaaaaagat 
gatggttccc 
aagatggtga 
aatctgaaga 
gttcagtggg 



gcaaccagcc 
gccgtcgatg 
gacacacaat 
tgggacctcc 
tgggtgctgg 
ctagcagagt 
tacagctggt 
aggcatttat 
ccacaccagc 
gaataaagaa 
gtgtgataca 
ttgctgagcc 
ttattgagat 
ccctttggtt 
ttctgaggat 
cttactctcc 
agaagactga 
gaaagacaca 
tgagctactt 
agacgagacc 



tt ctagggcg 
ccagcttctt 
gggtgatcca 
acctccctca 
aaatggaaac 
tgttcacatc 
agaaccattt 
tgaaatggca 
gttagtattt 
acctgaagga 
tctcagcaat 
ttatgggaaa 
ggagacaaga 
tcaggggaga 
tccaaacaga 
agatggcaaa 
gagttcaacc 
aaggatgacc 
gtagatgaag 
gatcttgcta 



gcggaggagt 
cttgaaatct 
ttcatgttgc 
tttcatcttg 
ctgcaaggac 
atggattttc 
ggagtcattt 
accacagagg 
ggcaagccag 
aagccagatc 
ttgccgcatt 
ataaagaatt 
gaagatgcaa 
tgtgtgaagg 
ggcattgatt 
gaatctccaa 
gaagtaaaga 
agacagagca 
aagaagcagc 
atttaggtga 



ggagtcaaca 
acccagaatg 
agcagtctac 
ggggaccagc 
ctagacacat 
aacgagggaa 
caaatcatct 
atgctcaggc 
tgagagttca 
agaagtttga 
ctggctattc 
acatattgat 
tggcaatggt 
ttgacctgtc 
tactgaaaaa 
gtgataagaa 
acaagaagag 
ggaacctaat 
agcactgcta 
tgtggcttct 



tatcaatgga 60 
gaatcctgac 120 
aaatccagca 180 
agctggacca 240 
gcagaaaggc 300 
aaacttgaga 360 
gattctaaat 420 
cgcagtggat 480 
tttatcccag 540 
tcaaaagcaa 600 
tgatagtgct 660 
gaggatgaaa 720 
tgaccattgt 780 
tgagaaatat 840 
agataaatcc 900 
atccaaaact 960 
aagtccggtgl020 
atgcttcttgioeo 
gaaagt:ggcall40 
gatgggaaaal200 



aggaaccat c 

agcc taaaaa 

acggaattaa 

atcccaacaa 

atacaatccc 

actatgtgat 

aagaagttgc 

ttctgaataa 

atttaatgat 

caatactgat 

tgtctgttca 

tagtttttgt 

agctacttaa 

at t tagtagt 

aaccaatagt 

agactttcat 

aacgtgagat 

aggtaataag 

tgctagattt 

tatctttgac 

tcatacatct 

ttttcaagat. 

gcacgcttct 

aatttgtgtt 

ctgaagtgaa 

gaatgttaac 

ctttaacaat 



agaraaagct 

ggtggacaag 

aaatgaggaa 

agatacaagr 

agatgagtat 

acct aaaaca 

aaagaatact 

attggcagaa 

ttcaaagaaa 

agttagaaga 

tgtgttaagt 

t t tatcagaa 

gacaacttgc 

tccaagtttc 

gtttttatta 

ttggagrttg 

tggcaattga 

aaatattaag 

cgcattctag 

cagtattaat 

ctggtataag 

graattttac 

aattcatgta 

tacttgtaac 

taccaataaa 

caaaaaaaaa 

ttatcgcttt 



gtgaaaaaag 

atcgaggaac 

aacacagaac 

gaaaacgcag 

agaattggac 

gggttttact 

cattgcagca 

gaacgcagac 

ataatggttc 

aaactattgt 

gttatagcaa 

tggcaacaga 

accactaaga 

aaagaaatgt 

ctttcatctg 

aacccgtttt 

aatgcaggtg 

taattggctt 

tagtcaatgt 

ttttgagatc 

caacatttga 

atttctgcat 

ccrgcacatg 

tttctggtta 

aagaaaaccc 

aacagttgtg 

taaatctaga 



atggaagtgc 

tcgatcaaga 

caggtgctga 

atggtcaaag 

catatcagcc 

gtaagctgtg 

gccttcctca 

agaagaagga 

tttgttttta 

actcttttgt 

aaaaaataca 

cagaagtact 

aaaaaatgta 

caacatttta 

aaacattcca 

ggttgcattt 

cagttttctg 

tagattttgt 

attttcagtg 

ttactgcttg 

tttttgaagt 

ttttaaaaca 

tgacctttgt 

tatactgctt 

taggccatgt 

gtttttattc 

gtgaattccc 



ttcagcagca 

aaacgaagca 

atcttctgag 

tgatgagaac 

caatgttcct 

ttcactcttt 

ttatcagaaa 

aacttaagat 

atgttaacct 

tttagtggag 

catatggtta 

ttgtagagat 

gaaccatttg 

ttccattcaa 

tgttttaatc 

catttttgga 

ttaatgtcat 

aatttttttc 

aaatgcaaaa 

tcacttgaat 

gtgtagacca 

gtttggccat 

gaacagaaat 

atatctgtgg 

taattggtta 

gctcttaaac 

aaagagctgc 



gcaaagaaaai2 60 

gcgttggaaal320 

aacgctgatgl380 

aaggacgactl440 

gttggtataglSOO 

tatacaaatgl5 60 

ttaaagaaat 1620 

gtgcaaggagl680 

tttttaaatal740 

aaataatagalSOO 

agttaatgaal860 

tgacttccral920 

gaaaaatgaal980 

taaagaacaa2040 

tgagccttgc2100 

gaacttaatt2160 

gctgttgttt2220 

cctgagttcc2280 

atattcccat2340 

cccgtgattg2400 

tctcttcata24 60 

aatcccagat2520 

ttgcacgtat2580 

attcaagtta2640 

tacatgtttg2700 

tttgtgcatg2760 

cgcta 2815 
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(2) INFORMATION ON SEQ ID NO, 84: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 3462 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 



fii) MOLECULE TYPE: partial cDNAs produced from individual 
^ ESTs by assembling and edxtmg 



(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 84: 

crggatcgca caagaaggga gacaaggacc actgacaaga taaggcctag caggaaacga 60 
agcggctctr tccgctatcc gccgctcgtc caccggaagc gagttgcgac acggcaggtt 120 
cccgcccgga agaagcgacc aaagcgcctg aggaccggca acatggtgcg gtcggggaat 180 

aaggcagc^g ttgtgctg-g tacggacgtg ggcttcacca tgagraactc cattccrggt 240 
acacaarccc catttcaaca aqcaaagaag gt-gataacca tgtttgtaca gcgacaggtg 300 
-.zzcczqaqa acaaggatca gatt.gCwtta gtcctgttug gtacagacgg cactgacaat 360 
czcczzzczg gtggggatca graucagaac atcacagtgc acacacatct gatgctacca 420 
gattttgact -gctggagga catcgaaagc aaaatccaac caggttctca acaggcrgac 480 
ctcctggarg cactaatcgr gagcatggat gtgattcaac atgaaacaat aggaaagaac 54G 
cttgagaaga ggcatattga aatattcact gacctcagca gccgattcag caaaagrcag 600 
ccggacatta raattcatag cTitgaagaaa tgngacatct cccrgcaatt cttcttgcct 660 
ttcrcactitg gcaaggaaga tggaagrggg gacagaggag atggcccctt tcgcttaggt 720 
ggccatgggc ctrccrttcc actaaaagga attaccgaac agcaaaaaga aggrcttgag 780 
acagrgaaaa tggcgatgati a'ctrtagaa ggtgaagatg ggttggatga aai:ttat"ca 840 
Ltcagrgaga gtcrgagaaa actgtgcgtc ttcaagaaaa ttgagaggca ttccattcac 900 
-ggcccrgcc gactgaccat tggctccaat ttgrctataa ggattgcagc ctataaatcg 960 
attctacagg agagagttaa aaagacttgg acagttgrgg atgcaaaaac ccraaaaaaal020 
gaagaT:at:ac aaaaagaaac agtttattgc ttaaatgatg atgatgaaac tgaagt t" t a 1 080 
aaagaggata ttattcaagg grtccgctat ggaagtgata tagrtccttt ctct aaagtgl 1 4 0 
catgacgaac aaatgaaata taaatcggag gggaagtgct tctctgtttt gggat t t t gt 1 2 00 
aaaccttctc aggttcagag aagartcttc atgggaaatc aagttctaaa ggrctt* gca 12 60 
gcaagagatg atgaggcagc tgcagttgca ctttcctccc tgattcatgc t t tggacgaci 320 
ttagacargg tggccatagr tcgatatgct tatgacaaaa gagctaaccc t caagt cggc 1 38 0 
gcggctttcc ctcatatcaa gcataactat gagtgtttag tgtatgtgca gctgccttt cl 4 4 0 
atggaagact tgcggcaata catgttttca tccttgaaaa acagtaagaa at a tgctccc 1 500 
accgaggcac agctgaatgc tgttgatgct ttgattgact ccatgagctt ggcaaagaaa 1 5 60 
gatgagaaga cagacaccct tgaagacttg trtccaacca ccaaaatccc aaa tcctcga 1 620 
tttcagagat: catttcagtg cccgctgcac agagctttac atccccggga gcctctacccl 680 
ccaattcagc agcatattrg gaatatgctg aatcctcccg ctgaggtgac aacgaaaagt 1 7 4 0 
cagartccrc tctctaaaat aaagaccctt tttcctctga ttgaagccaa gaaaaaggat 1800 
caagtgactg ctcaggaaat trcccaagac aaccatgaag atggacctac agctaaaaaa 1 8 60 
tcaaagacrg agcaaggggg agcccacttc agcgtctcca grcrggcnga aggcagtgtcl 920 ^ 
acctctgttg gaagtgtgaa tcczqczgaa aacttccgtg ttctagtgaa acagaagaag 1 93 0 
gccagcttrg aggaagcgag caaccagctc ataaatcaca tcgaacagtt ttt ggat acr 204 0 
aatgaaacac cgtattttat gaagagcata gactgcatcc gagccttccg ggaagaagcc2 100 
attaagtttt cagaagagca gcgctttaac aacttcctga aagcccttca agagaaagtg2 1 60 
gaaattaaac aattaaatca tttctgggaa attgttgtcc aggatggaat tactcr gatc2220 
accaaagagg aagcctctgg aagttctgtc acagctgagg aagccaaaaa gtttctggcc2280 
cccaaagaca aaccaagtgg agacacagca gctgtatttg aagaaggtgg tgatgt ggac234 0 
gatctattgg acatgatata ggtcgtggat gtatggggaa tcraagagag ctgccat cgc24 00 
tgtgatgctg ggagttctaa caaaacaagt tggatgcggc cattcaaggg gagccaaaat 2 4 60 
c-caagaaat ccccagcagg ttacctggag gcggatcacc taactctctg tggaatgaac2520 
acacacatat atattacaag ggacaattta gaccccatac aagtttataa agagtcattg2580 
ttatttrctg gttggtgtat tattrtttct gtggtcttac tgatctttgt atattaca ta2 64 0 
catgctttga agtttctgga aagtagatct tttcttgacc tagtatatca gtgacagt t g2700 
cagcccttgt gatgtgatta gtgrctcatg tggaaccatg gcatggttat tgatgagtct2760 
cttaacccfc tccagagtcc tcctttgcct gaccctccaa cagctgtcac aact tgtgt t 282 0 
gagcaagcag tagcatttgc ttcctcccaa caagcagcrg ggrtaggaaa accatgggta288 0 
aggacggact cacttctctt tttagttgag gccttctagt taccacatta ccctgcct ct.294 0 
gtatataggt ggttrtcttt aagtggggtg ggaaggggag cacaatttcc cttcatactc3000 
cttctaagca gcgagttatg gtggtggtct catgaagaaa agaccttttg gcccaatctc3060 
cgccatatca gtgaaccttt agaaactcaa aaactgagaa atttactaca gtagttagaa3120 
ttatatcact tcactgttct ctacttgcaa gcctcaaaga gagaaagttt cgtratat:ta3180 
aaacacttag gtaacttttc ggtctttccc atttctacct aagtcagcrt tcatctttgt 3240 
ggatggtgtc tcctttacta aataagaaaa taacaaagcc cttattctct ttttttcttg3300 
tccrcattct tgccttgagt tccagttcct ctttggtgta cagacttctt ggtacccagt 3360 
cacctctgtc ttcagcaccc tcataagtcg tcactaatac acagttttgt acatgtaaca3420 
ccaaaggcat aaatgactca aaaaaaaaaa aaaaaaaaaa aa 3462 



(2) INFORMATION ON SEQ ID NO. 85: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 668 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 85: 



acagggccgg 
gt acaggagc 
cggtgaagat 
cagagctgaa 
ccgtccaccc 
gccccggcag 
t gaggaat aa 
acct gaagca 
tcgaggggaa 
gcaccgtgtr 
aagggcctcc 
gaaaaaaa 



tgctgcctgc 
tcgtgccgtg 
gctggcgggc 
ggcgcagatc 
gagcggtgrg 
cacggtcctg 
caagggccgc 
gcaagtgagc 
gcccctggag 
catgaatctg 
accagcatcc 



ggaagccggc 
gcccacagcc 
aacgaattcc 
acccagaaga 
gcgcrgcagg 
ctggtggtgg 
agcagcacct 
gggctggagg 
gaccagct.cc 
cgcctgcggg 
gagcaggatc 



ggctgagagg 
cacagcccac 
aggtgtccct 
tcggcgtgca 
acagggtccc 
acaaatgcga 
acgaggtgcg 
gtgtgcagga 
cgctggggga 
gaggcggcac 
aagggccgga 



cagcgaactc 
agccatgggc 
gagcagctcc 
cgccttccag 
ccttgccagc 
cgaacctctg 
gctgacgcag 
cgacctgttc 
gtacggcctc 
agagcctggc 
aataaaggct 



atctttgcca 60 
tgggacctgal20 
atgtcggtgt 180 
cagcgtctgg240 
cagggcctgg300 
agcatcctgg360 
accgt:ggccc4 20 
tggctgacct4 80 
aagcccctga540 
gggcggagct600 
gttg-caaaga660 
668 



(2) INFORMATION ON SEQ ID NO. 86: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 671 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 
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(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 86: 

ggaaaccgct ctcattgaac tcgcctgcag ctcttgggtr rtttgtggct tcctrcgtta 60 

ttggagccag gcctacaccc cagcaaccat gcccaaggga cctgcagttg grattgatctl20 

tggcaccacc: caczcttgtg cgggtgtttt ccagcacgga aaagtcgaga taattgccaalSO 

tgatcaggga aaccgaacca ctccaagcta tgccgccttt acggacactg aacggtrgac24 0 

cggrgargcc gcaaagaatc aagtugcaat gaaccccacc aacacagttt t tgatgccaa300 

acgtc-gatc ggacgcagat rtgatgatgc tgtrgtccag tctgatatga aacat:cggcc360 

ctttatggtg gtgaatgatg ctggcaggcc caaggtccaa gtagaataca agggagagac4 20 

caaaagctnc tatccagagg aggtgtcrtc tatggttcrg acaaagatga aggaaattgc4 80 

agaagcctac cttgggaaga ctgtraccaa tgcttgtggt cacagtgcca gcttactt:ta54 0 

atgactctca gcgtcaggct accaaaagat gctggagact attgatgcrc tgcaatgt ac60C 

tttaggaatt atttaatgga gccaacttrg tgcctggraa tttctttacg ggttt:gggca660 

aaaaaaggtt t 671 



(2) INFORMATION ON SEQ ID NO. 88: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1108 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 88: 

agtggaggag ggagagacgc tggcccggga cccgaggggc gtgggcatcg ggaggcgggc 60 

ccgggrtagg ggcgggaccg ccgcctggtt aaaggcgctt atttcccagg cagccgctgc ''20 

agtcgccaca cctttgcccc tgctgcgatg accctgtcgc cacttctgct tcggacgtcc 180 

ccacggcggc ggtgcaggcg tcccctctgc aagcgttaga cttctttggg aatgggccac 240 

cagttaacta caagacaggc aatctatacc tgcgggggcc cctgaagaag tccaatgcac 300 

cgcttgtcaa tgtgaccctc tactatgaag cactgtgcgg tggcrgccga gccttcctga 360 

tccgggagct cttcccaaca tggctgttgg tcatggagat cctcaatgtc acgctggtgc 420 

cctacggaaa cgcacaggaa caaaatgtca gtggcaggtg ggagttcaag tgccagcatg 480 

gagaagagga gtgcaaattc aacaaggtgg aggcctgcgt gttggatgaa cttgacatgg 540 

agctagcctt cctgaccatt gtctgcatgg aagagtttga ggacatggag agaagtctgc 600 

cactatgcct gcagctctac gccccagggc tgtcgccaga cactatcatg gagtgtgcaa 660 

cgggggaccg cggcatgcag ctcatgcacg ccaacgccca gcggacagat gctctccagc 720 

caccgcacga gtatgtgccc tgggtcaccg tcaatgggaa acccttggaa gatcagaccc 780 

agctccttac ccttgtctgc cagttgtacc agggcaagaa gccggatgtc tgcccttcct 840 

caaccagctc cctcagcagt gtrtgcttca agtgatggcc ggtaagctgc ggagagctca 900 

-ggaaggcga gtgcgaaccc ggczgcczgc ctrrttttcr ganccagacc CwCggcacct 960 

gzzaczzacz aacrggaaaa trt-acgcat cccatgaagc ccagatacac aaaatt ccac 1 020 

ccca-gauca agaatcctgc tccactaaga atggrgctaa agraaaacta gtt t aa uaagl08 0 

cccaaaaaaa aaaaccgcgr cggccgac llOS 



(2) INFORMATION ON SEQ ID NO. 89: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 720 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 89: 

ccggcgccgg gtgcctcaca gcacgctgcc acgccgacgc agacccctct 60 
:;::;!"^r^" gcccgcccgc acccaccatg gccacagttc agcagctgga aggaagaJggi 
•^ccc.ggtgg acagcaaagg cittgatgaa tacatgaagg agcraggagt ggqaa tloct llo 
--gcgaaaaa tgggcgcaat ggccaagcca gattgtatca tcacrtgrgl tact aaaaac24 2 
..caccataa aaactgagag cactttgaaa acaacacagt tttcttgtac cc™^^ 
.agttrgaag aaaccacagc rgatggcaga aaaactcaga ctgrctgcaa c^:t acaaa'36^ 
^g-^gcattgg ttcagcatca ggagtgggat gggaaggaaa gcacaataac aiglaaarrMaS 
"aaaac^r "^"^^^^^ g^agrgtgtc atgaacaatg ^cacctgtac tcgoatctat 

ccatcatcac tttggacagg agttaattaa gagaatgac' '4 0 
c^'a^t'a'' ttta^^^r' "^^^^^""^ tgtttctttc tttttttttt ca^tactgrg 00 
..caat.atc tttatcataa acattttaca tgcagctatt tcaaagtgtg ttaqattaar 660 
cagga.cacc cctttggtta ataaataaat gtgtttgtgc taaaaaaaSa aaaa:i;::;720 



(2) INFORMATION ON SEQ ID NO. 90: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 837 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 



(2) 



(xi) SEQUENCE DESCRIPTION 

ctctcgcgag gatcggctgt tagcggcgtt 
cggcagctgc tgtagcgaag agagtrtggc 
cctaccaaga ggccagaagg cagaacttat 
gaaggtgttt gtaaaatgta tgaagaacat 
arcacatatg acatcagrca gttgrttgat 
ctggtttacc gagctgatac ccagacatac 
aagatctiacg tgctccttcg tcggcaggcc 
cactgggggg gctggggrgg gctcggaaca 
tttgtatcai: agtaatccrg tttccacttr 
gatgaaatgt gaggatcttg ttcaarcgga 
tttctcrttt trrttttact taaacatttt 
tcactitaatg ttgctcccag tccttcaact 
caacccttct tcaagatggg gtggggggtg 
aagtcuLggt aaaaatiaaat aaatgtccrt 

INFORMATION ON SEQ ID NO. 



: SEQ ID NO: 90: 

gtagt taagc 
gcgatgtctc 
gctgactacg 
ct gaaaagaa 
treat: cgatg 
cagccttata 
caacaggctg 
caggtgtgta 
gttatactct 
aacccccgtt 
tatgatgatt 
gttcatatct 
gaaatgcagt 
cagttataaa 

91: 



tcgtgtaacg 
acaccacrtt 
aatctgtgaa 
tgaaccccaa 
atctggcaga 
acaaagactg 
ggaaataatt 
cagcgtgctg 
agccaagatt 
acctcctctt 
tagatggaag 
actttataac 
ttagccatgt 
aaaaaaaaaa 



gcggcggtgt 60 
gctggtacagl20 
tgaatgcatgl30 
caqtcccT:ct240 
cctcaGctgc300 
gat taaagag3 60 
gtgttggaag420 
tagtggaagt 4 80 
g^ctgtatta540 
tttctttctc600 
ttgttcttcg660 
attcacatac720 
cctcaagata7 80 
aaaaaaa 837 




(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 498 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 91: 



gtagcgtcaq cg"cggaqgc ggtagtgacg 
ccaacctt-c tgcttatctg ggaggtgttg 
gcagc-ggta cacctagguC tgtuagagga 
agacrgggcr ggcttagacg aagatgaaga 
tgacaatgta gaggatgacr cctcraa'ca 
taaganggag acrtcacagc atccagaaga 
taatacattc tagggcagag aacccaggat 
acc-gcrtgg atutacttgt grttttgtaa 
gaaagagaaa aatrgcgg 



gtggcgtttc cttgaggaag agcgagggtu 6G 

ggcgcggaca grcgagatg'C cagagaaaaa 1 20 

agacgacgag tttgaagagt tccctgccgalSC 

tgcacargtic tgggaggata attgggatga24 0 

gtracgagct gaactagaga aacatggt ta300 

agtgtrgaag raacctaaac ttgacctgct 360 

gggacactaa aaaaatgtgt ttat treat t.4 20 

cacaaaaaat aaatgttttg atataaaaag4 80 

438 



(2) INFORMATION ON SEQ ID NO, 92: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1077 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 

(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 



2a: 



(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 92: 



cggctcgagc tggracaaca gggcacacgt gtttcacgtt gacaggtttg cttgggacgc 60 

tagtaaccac gggcttgctg acttagccaa agaagagtca agaagaaaat acacacaagt 120 

atacagactg ttcctagrtt CLtagaccta tctgcatatt ggataaaata aatgcaattg 180 

cgctcttcat ctaggatgct nccattgcct ttaagatgtg ctaggaatgr caacagagca 240 

aggagaaaaa aggcagtcct ggaatcacat tcttagcaca cctacacctc ttgaaaatag 300 

aacaacttgc agaattgaga gtgattcctt tcctaaaagt gtaagaaagc atagagattt 360 

gttcgtattt agaatgggat cacgaggaaa agagaaggaa agcgattttt ttccacaaga 420 

tctgtaatgt tatttccact tataaaggaa ataaaaaatg aaaaacatta tttggatatc 480 

aaaagcaaar aaaaacccaa ttcagtctct tctaagcaaa attgctaaag agagatgaac 540 

cacattataa agtaatcttt ggctgtaagg cattttcatc tttccutcgg gttggcaaaa 600 

tattttaaag gtaaaacatg ctggtgaacc aggggtgttg atggtgataa gggaggaata 660 

tagaatgaaa gactgaatct tcctttgttg cacaaataga gtttggaaaa agcctgtgaa 720 

aggtgtcttc tttgacttaa tgtctttaaa agtatccaga gatactacaa tattaacata 780 

agaaaagatt atatattatt tctgaatcga gatgtccata gtcaaatttg taaatcttat 840 

tcttttgtaa tatttattta tatttattta tgacagtgaa cattctgatt ttacatgtaa 900 

aacaagaaaa gttgaagaag atatgtgaag aaaaatgtat ttttcctaaa tagaaataaa 960 

tgatcccatt ttttggtaaa aaaaagtatg tgagatttat tcgtaaacgt gactactttal020 

tttctaaata agagattccc tacctgcgtc ctacaagcag ttcagaatgc catgcct 1077 



(2) INFORMATION ON SEQ ID NO. 93: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1755 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 93: 



cgcagggcrg cttgtgatct ggtacgagga ttatgcaagt tttttgaggg accrgtgaca 60 
ggaatcrtct ctggtratgt taattccatg ctgcaggaat acgcaaaaaa tccatctgtc 120 
aactggaaac acaaagatgc agccatctac ctagtgacat ctttggcatc aaaagcccaa 180 
acacagaagc atggaattac acaagcaaat gaacttgtaa acctaactga gttctttgrg 240 
aatcacatcc tccctgattt aaaatcagct aatgtgaatg aatttcctgt ccttaaagct 300 
gacggratca aatatattat gatttttaga aatcaagtgc caaaagaaca tctttragrc 360 
tcgattcctc tcttgattaa tcarcttcaa gcrgaaagta ttgttgttca tacttacgca 420 
gcucatgctc ttgaacggct CuCtacratg cgagggccca acaatgccac tctctttaca 480 
gctgcagaaa tcgcaccgtt tgttgagatt ctgctaacaa accttttcaa agctctcaca 540 
cctcctggct cttcagaaaa tgaatatatt atgaaagcta tcatgagaag tttttctctc 600 
ctacaagaag ccataatccc ctacatccct actctcatca ctcagctcac acagaagcta 660 
ttagctgtta gtaagaaccc aagcaaaccc cactttaatc actacatgtt tgaagcaata 720 
tgtttatcca taagaataac ttgcaaagct aaccctgctg ctgttgtaaa tttrgaggag 780 
gcTittgcttt tggtgtttac tgaaatctta caaaatgatg tgcaagaatt tattccatac 840 
gtctttcaag tgatgtcttt gcttctggaa acacacaaaa atgacatccc gtcttcctat 900 
atggcctitat ttcctcatct ccttcagcca gtgctttggg aaagaacagg aaatattcct 960 
gctctagtga ggcttcttca agcattctta gaacgcggtt caaacacaat agcaagtgct 1020 
gcagctgaca aaattcctgg gttactaggt gtctttcaga agctgattgc atccaaagcalO&O 
aatgaccacc aaggttttta tcttctaaac agtataatag agcacatgcc tcct:gaatcall4 0 
gttgaccaat ataggaaaca aatcttcatt ctgctattcc agagacttca gaattccaaal200 
acaaccaagt ttatcaagag ttttttagtc tttattaatt tgtattgcat aaaatatgggl260 
gcactagcac tacaagaaat atttgatggt atacaaccaa aaatgtttgg aatggttttgl320 
gaaaaaatta ttattcctga aattcagaag gtatctggaa atgtagagaa aaagatctgtl380 
gcggttggca taaccaaatt actaacagaa tgtcccccaa tgatggacac tgagtataccl440 
aaactgtgga ctccattatt acagtctttg attggtcttt ttgagttacc cgaagatgat 1500 
accattcctg atgaggaaca ttttattgac atagaagata caccaggata tcagactgccl560 
ttctcacagt tggcatttgc tgggaaaaaa gagcatgatc ctgtaggtca aatggtgaat 1620 
aaccccaaaa ttcacctggc acagtcactt cacaagttgt ctaccgcctg tccaggaaggl680 
gttccatcaa tggcaaagaa ctctgtgata aatggagact ttaatgggag ggcaaaaggal7 4 0 
tagtagtagt tctgg 1755 



(2) INFORMATION ON SEQ ID NO. 94: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1545 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 94: 



gtrcggcgac cgagcaccrt cgacgcggtc cggggacccc tcgtcgcrgt cctcccgacg 60 
cggacccqgTi gccccaggct cgcgctgccc ggcagggtgc tcgtgtccca ctcccggcgc 120 
acgcctcccg cgagtcccgg gcccctcccg cgcccctctt ctcgqcgcgc gcgcagatcg 130 
gcgcccccgc aggtcctcgc gttcgggcrt czgcttgccg cggcgacggc gacttttgcc 240 
gcagczcagg aagaatgtgc ctgtgaaaac nacaagctgg ccgraaactg ctttgtgaat 300 
aataatcgtc aatgccagtg tacctcagtt ggtgcacaaa atactgtcat ttgctcaaag 360 
ccggcrgcca aatgtttggt gargaaggca gaaatgaatg gctcaaaacr tgggagaaga 420 
gcaaaacctg aaggggccct ccagaacaat gatgggcttt atgatcctga ctgcgatgag 430 
agcgggctcu Tiraaggccaa gcagtgcaac ggcacctcca tgtgctggtg tgtgaacact 540 
gcLggggtca gaagaacaga caaggacact gaaataaccr gctctgagcg agtgagaacc 600 
tacrgqatca tcattgaact aaaacacaaa gcaagagaaa aaccttatga tagtaaaagt 660 
ttgcggactg cacttcagaa ggagatcaca acgcgttatc aactggatcc aaaatttatc 720 
acgagtattt tgtatgagaa taatgttatc actattgatc tggttcaaaa ttcttctcaa 7S0 
aaaactcaga atgatgtgga catagctgat gtggcttatt attttgaaaa agargttaaa 340 
ggi;gaatcct tgttrcattc taagaaaatg gacctgacag taaatgggga acaactggat 900 
ctggatcctg gtcaaacttt aatttattat gttgatgaaa aagcacctga attctcaatg 960 
cagggtctaa aagctggtgt tattgctgtt attgtggttg tg^tgatagc agttgtitgct 1020 
ggaattgtcg tgctggttat ttccagaaag aagagaatgg caaagtatga gaaggctgaglOSO 
ataaaggaga tgggrgagat gcatagggaa ctcaatgcat aactatataa tttgaagattil4 0 
atagaagaag ggaaatagca aatiggacaca aattacaaat gtgtgtgcgt gggacgaagal200 
catctttgaa ggtcatgagt ttgttagrtt aacatcarat atttgtaata gtgaaacctgl260 
tactcaaaat ataagcagct tgaaactggc tttaccaatc ttgaaatttg accacaagtgl 320 
tcttatatat gcagatctaa tgtaaaatcc agaacttgga ctccatcgtt aaaattatttl380 
atgrgtaaca ttcaaatgtg tgcattaaat atgcttccac agtaaaatct gaaaaactgal44 0 
tttgtgattg aaagctgcct ttctatttac ttgagtcttg tacatacata cttttttatgl500 
agctatgaaa taaaacattt taaactg^aa aaaaaaaaaa aaggc 1545 

(2) INFORMATION ON SEQ ID NO. 95: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 113 3 base pairs 

(B) TYPE: Nucleic acid • 

(C) STRAND: individual 

( D) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 95: 
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gcgcggnatt at^gggraga catctcgcac cgcgtctcgg aaaccggtag cgcttgcagc 60 
atggcrgacc aactgactga agagcagatt gcagaattca aagaagcttt ttcactartt 120 
gacaaagatg gtgatggaac tataacaaca aaggaactgg gaactgtaat gagatcrcrt 180 
gggcagaatc ccacagaagc agagctacag gacatgatta atgaagtaga tgctgatggt 240 
aatggcacaa tcgaacrtcc ctgaatttct ggacaaggar ggcaagaaaa atgaaagaca 300 
cagacagtga agaagaaacg agagaagcat tccgngtgtt tgataaggat ggcaagggct 360 
atatgagtgc tgcagaactt cgccatgrga tgacaaacct tggagagaag ttaacagatg 420 
aagaagttga tgaaatgatc agggaagcag atattgatgg tgatggtcaa gtaaactatg 480 
aagagrtrgt acaaatgatg acagcaaagt gaagaccttg tacagaatgt gttaaatttc 540 
ttgracaaaa ttgtttattt gccttttctt tgtttgtaac ttatctgtaa aaggtttcrc 600 
ccractgtca aaaaaatatg catgtatagt aattaggact tcattcctcc atgrr'ctct.t 660 
cccttatctt actgrcattg tcctaaaacc ttattttaga aaagttgatc aaggtaacat 720 
gctgcatgtg gcttactctg gggaaatatc taagcccttc tgcacatcta aacttagatg 780 
gagttggcca aatgagggaa catctgggtt atgccttttt taaagtagtt ttctttagga 840 
actgtcagca tgttgttgtt gaagtgtgga gttgtaactc tgcgtggact atggacagrc 900 
aacaatatgt acttaaaagt tgcactattg caaaacgggt gtartatcca ggtactcgta 960 
cactattttt ttgractgct ggrcctgtac cagaaacatt ttcttttatt gttacttgct 1020 
ttctaaactt ggtttagcca cttaaaatct gcttatggca caatttgccc caaaatccat 1080 
tccaagttgt atatttgttt tccaataaaa aaattacaat ttacccaaaa aaa 1133 



INFORMATION ON SEQ ID NO. 96: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 791 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 96: 



qccgcccgcg 
ggagcagccc 
1 1: tgcttcag 
ggccctggac 
catcggggac 
agactccccc 
caactggggc 
gcgcaccaag 
ggagcggctg 
tigggacgccc 
caccatctgg 
taaactatgg 
uttgcaat ca 
ggacacaaaa 



cggacccggc 
agaggcgggg 
ggtttcatcc 
ccggrgcctc 
gaactggaca 
cgagaggccr 
cgggttgtcg 
gcgccggaac 
ttgggctgga 
acgtggcaga 
aagaagatgg 
catttttctg 
ttggggggtg 
a 



gagaggcggc 
ggcccaccag 
aggatcgagc 
aggatgcgtc 
gcaacatgga 
ttttccgagt 
cccttttcta 
tgatcagaac 
t ccaagacca 
ccgtgaccat 
gcrgaggccc 
ggaggggtgg 
t ggggaagag 



ggcgggagcg 
crctgagcag 
agggcgaatg 
caccaagaag 
gctgcagagg 
ggcagcrgac 
cttt gccagc 
catcatgggc 
gggtggttgg 
ctrrgtggcg 
ccagctgccz 
ggattggggg 
tggtcttgag 



gcggtgatgg 
atcatgaaga 
gggggggagg 
ctgagcgagt 
atgattgccg 
atgtrttctg 
aaactggtgc 
tggacattgg 
gacggcctcc 
ggagtgctca 
tggactgtgt 
acatgggcat 
ggggtaaraa 



acgggtccgg 60 
caggggccct 120 
cacccgagct 180 
gtctcaagcg24 0 
ccgtggacac300 
acggcaactt360 
rcaaggccct420 
acttcctccg4 80 
tctcctactt54 0 
ccgcctcact 600 
tcrtcctcca660 
tttt:cttacti720 
acctcct:tcg780 
^791 



(2) INFORMATION ON SEQ ID NO. 97: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 599 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 



(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 97: 

tcctgccttc accatgaagt ccagcggcct cttccccttc ctggtgctgc ttgccctggg 60 
aactctggca ccttgggctg tggaaggctc tggaaagtcc ttcaaagctg gagtctgtccl20 

"cctaagaaa -crgcccagt gccctagata caagaaacct gagrgccaga gt gacr ggca 18 0 

grgtrcaggg aagaagagar gttgticctga cacttgtggc atcaaatgcc tggat cctgt 2 4 0 

z^acazccza aacccaacaa ggaggaagcc cgggaagrgc ccagtgactt atggccaa tg300 

citgatgctt aaccccccca acttctgtga gatggatggc cagtgcaagc gtgacttgaa360 

gzqzzgz2.zg ggcatgtgrg gqaaaccctg cgttrcccct gtgaaagcti; gar tcctgcc^ 20 

a::atggagga ggctccggag tccrgctctg tgrggtccag gtcctttcca cccr gagacr 4 8 C 

zggczczacc accgatatcc tcctttgggg aaaggcttgg cacacagcag gctr tcaaga54 0 

agtgccagtt gatcaatgaa -aaataaacg agcctacttc tctttgcaaa aaaaaaaaa 599 



(2) INFORMATION ON SEQ ID NO, 98: 
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(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 643 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 



(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 98: 



gggcccgcgg ctcgggcgta ggaggcggtg cctctgcagc aagcgtgggg cgcgggaacc 60 

cgaccaggac tctccagtcc tcagccacct tggacaaaga agtgtggatc ctcagattccl20 

atcttttcca actccaaggt gccatggcag agaaggtgct ggtaacaggt ggggct ggct 1 8 0 

acattggcag ccacacggtg ctggagctgc tggaggctgg ctacttgcct gt ggt catcg2 4 0 

ataacctcca taatgccttc cgtggagggg gctccctgcc tgagagccrg cggcgggt cc300 

aggagctgac aggccgctct gtggagtttg aggagatgga cattttggac cagggagccc3 60 

tacagcgi:ct cttcaaaaag tacagcttta tggcggtcat ccactttgcg gggctcaagg4 2 0 

ccgtgggcga gtcggtgcag aagcctctgg attattacag agttaacctg accgggacca4 80 

tccagcttct ggagatcatg aaggcccacg gggtgaagaa cctggtgttc agcagctcag54 0 

ccactgtgta cgggaacccc cagtacctgc ccccttgaat gagggccacc ccacggggtg600 

ggatgtaaca accttacgga agtccaaatt tctttatctt ttc 643 



(2) INFORMATION ON SEQ ID NO. 99: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 860 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 

(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 
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(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 99: 



ctcgagccgc tcgacccgat tcggctcgag tgcctccaga ggactggcca cattttgcct 60 
agacaaagac gcacttagag atgaatatga tgatctccca gatrtgaacg cagtacaaat 1 2 0 
ggagagtgtt cgagaa::ggg aaatgcagtt taaagaaaaa tatgattatg taggcagact i 8 0 
cctaaaacca ggagaagaac catcagaata tacagargaa gaagatacca aggaccacaa2 4 0 
taaacaggat: tgaactttgt aaacaaccaa agtcaggggc ctccagaact gcaattct taSOO 
ctccctttca cagactgtcc ggagtctctg ggtttgattc acctgcrgcg aaaaacatt c360 
aacaaattgt gtacaagata aattaatctc actatgaaga tttgaataac tagacattat 420 
-tatgctgcc aaactcattt gttgcagttg tttgtaatgt ctagtggggc ttcatcat cc4 SO 
tgaaaagaag gagacaggga tfcrttuaaa gagcaagaaa gtcacaatat tacttctttc54 0 
cttccttttt: tccttctttc ctttcttctt tctctttctt tctttttaaa at atattgaa600 
gacaaccaga tatgtatttg ctactcaagt gtacagatct cctcaagaaa ca tcaaggga660 
crcctgtgtc acatactgtg tttttatttt aacatgggrg agggaggcga ccT:gatcagg720 
ggaggtgggg gtacacatca atttgagttg ttcaggctac tgaaacatta aaatgrgaat"? 80* 
tcccaaactr ttctttttgg cattgttcgg gggataggga aatatcgttt ttaaaggagt84 0 
cttgggaart gggtgtggga 860 



,i (2) INFORMATION ON SEQ ID NO. 100: 

"L; (i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1155 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 
'J (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 
l;3 ESTs by assembling and editing 



(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 100: 

;:rcggcrccc ccagcctggt: ccggggagac gactggctgg gcagcggcgc cgccccgccc 60 

cgcgagacgc gccccgggcg gggctgggag catttgaggc tcggagccac cgccccgccg 120 

zccczcQcag cacczcctcg ccagcagccg rccggagcca qccaacgagc ggaaaatggc 180 

agacaatttt tcgctccarg atgcgrtatc tgggtctgga aacccaaacc ctcaaggacg 240 

gccrggcgca tgggggaacc agccrgctgg ggcagggggc tacccagggg cttcctatcc 300 

-gcggccrac cccggccagg cacccccagg ggcttatcct ggacaggcac ctccaggcgc 360 

ctaccctgga gcacctggag cttarcccgg agcaccrgca cctggagtct acccagggcc 420 

acccagcggc cctggggccr acccatcttc rggacagcca agtgccaccg gagcctaccc 430 

cgccaccggc cccratggcg cccctgctgg gccacrgacr gtgccttata acczgcczzz 540 

gccrggggga ctggrgcctc gcatcctgat aacaattctg ggcacggtga agcccaatgc 600 

aaacagaatt qczzzagazt tccaaagagg gaatgatgrt gccttccact ttaacccacg 660 

crrcaatgag aacaacagga gagtcattgt rtgcaataca aagctggata ataactgggg 720 

aagggaagaa acacagtcgg rtttcccatt rgaaagtggg aaaccattca aaatacaagt 780 

acTiggrtgaa cctgaccact tcaaggttgc agrgaatgat gctcacttgt tgcagtacaa 340 

ccarcgggrt aaaaaactca atgaaatcag caaactggga atttctggtg acatagacct 900 

raccagtgc!: tcaratacca tgatataatc tgaaaggggc agartaaaaa aaaaaaaaga 960 

atctaaacct tacatgtgta aaggtttcat gttcactgTig agtgaaaatt t tcacatt ca 1020 

icaatatccc tcttgtaagt: catcTiactza ataaatatta cagtgaaaaa aaaaaaaaaal OS 0 

aaaaaaaaaa gtcgaaaaag gagggggaag gagagagagg gaagaagaga gaggagaaggll 4 0 

aggggggggg tgggt " ^ 1155 



) INFORMATION ON SEQ ID NO. 101: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 522 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 101: 



aaaaatattt gctggaaatt gctgtgtagg attacaggcg tgaccactgc gcccggccac 60 

attcagttct tatcaaagaa ataacccaga cttaatcttg aatgatacga ttatgcccaal20 

tatcaagtaa aaaatataag aaaaggttat cttaaataga tcttaggcaa aataccagct 180 

gatgaaggca tctgatgcct tcatctgttc agtcatctcc aaaaacagta aaaataacca2 4 0 

ctttttgttg ggcaatatga aatttttaaa ggagtagaat accaaatgat agaaacagac300 

tgcctgaatt gagaattttg atrtcrtaaa gtgtgtttct ttctaaattg ctgttcctta360 
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aa tttaattcar gtattacgar caaatczgag gcagacgagc acaactat 4 2 0 

c-atgca tgarqtaaaa aa -acaaaca 4 dU 



taaaacaa-t ac-aattaar cacaaa-gizg aag 

:ca acacaaaaaa aacaaaaaaa aa 



1" ccaartaa aggcrt: 



522 



(2) INFORMATION ON SEQ ID NO. 102: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1628 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 102: 



ccagctcgcc ctgcctagcc aggggcgccc 
gccgcttcca ataggcgttc gccattggct 
cgcggctctg aacgcgctga gggccgttga 
agcagaccca ggcatcgcgc gccgagaagg 
ggcgacttcc gggggctttg gcacctggcg 
gaggcgctcc attgcgcgtg cgcgttgagg 
cggctggtgg cgtcgcctgc gcgtctcggc 
aggcggagcg ggcgtttctc gccctgctgg 
ccgaccgaga acgcagcatc cacgacttct 
gggcctccat gcctaggtgg tggtacaatg 
atgggggctg tgacggaaac agcaacaatt 
gtgccactgt cacagagaat gccacgggtg 
cctctgtccc aagtgctccc agaaggcagg 
actatgaaga atactgcacc gccaacgcag 
gctggtactt tgacgtggag aggaactcct 
gcaataagaa cagctaccgc tctgaggagg 
agaatcctcc cctgcccctt ggctcaaagg 
cgttgatcct cttcctggga gcctccatgg 
aggagcgtgc cctgcgcacc gtctggagct 
acacatatgt cctgtgaccg ccctgtcgcc 
gtgtgagctt tttttaaata gagggattga 
tctgtrtctc tgggaggtag gacggctgct 
gaaatcctct aggaggctcc tcctcgcatg 
ttcctcgctg atcgatttct trcctccagg 
ttgcctcttt tctcatcaca gaagtgatgt 
tggttttttt aagtataaac aaaagttttt 
tgtacaagtt raataaaaag gggccttccc 
aaaaaaaa 



cgccccctgc ctgcccggcc accttcggga 60 
ctggcgacct ccgcgcgttg ggaggtgrag 120 
gtgtcgcagg cggcgagggc gcgagtgagg 180 
ccgggcgtcc ccacaccgaa ggtccggaaa 240 
gaccctcccg gagcgtcggc acctgaacgc 300 
ggcttcccgc acctgatcgc gagaccccaa 360 
tgagctggcc atggcgcagt gtgcgggctg 420 
gatcgctgct cctctctggg gtcctggcgg 480 
gcctggtgtc gaaggtggtg ggcagatgcc 540 
tcactgacgg atcctgccag ctgtttgtgt 600 
acctgaccaa ggaggagtgc ctcaagaaat 660 
acctggccac cagcaggaat gcagcggart 720 
attctgaaga ccactccagc gatatgttca 780 
tcactgggcc ttgccgtgca tccttcccac 840 
gcaataactt catctatgga ggctgccggg 900 
cctgcatgct ccgctgcttc cgccagcagg 960 
tggtggttct ggcggggctg t tcgtgatggl020 
tctacctgat ccgggtggca cggaggaacclOBO 
ccggagatga caaggagcag ctggtgaagall40 
aagaggactg gggaagggag gggagactatl200 
ctcggatttg agtgatcatt agggctgaggl2 60 
tcctggtctg gcagggatgg gtttgctttgl320 
gcctgcagtc tggcagcagc cccgagttgr 1380 
tagagttttc tttgcttatg ttgaattccal4 4 0 
tggaatcgtt tcttttgttt gtctgatttalSOO 
tatragcatt ctgaaagaag gaaagtaaaal 5 60 
ctttagaata aaaaaaaaaa aaaaaaaaaal 620 

1628 
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(2) INFORMATION ON SEQ ID NO. 103: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 605 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 103: 

cctggcagcc gtcgcctgga aggaactggt ctgctcacac ttgctggctt gcgcatcagg 60 

actggcttta tctccrgact cacggtgcaa aggtgcactc tgcgaacgrt aagtccgtccl 20 

ccagcgcttg gaatcctacg gcccccacag ccggatcccc tcagccttcc aggtccr caal 80 

ctcccgcgga cgctgaacaa tggcctccat ggggctacag gtaatgggca tcgcgctggc2 4 0 

cgtcctgggc tggctggccg tcatgctgrg ctgcgcgctg cccatgtggc gcgtgacggc300 

cttcatcggc agcaacattg tcacctcgca gaccatctgg gagggcctat ggatgaactg360 

cgtggtgcag agcaccggcc agatgcagtg caaggtgtac gactcgctgc tggcactgcc4 20 

gcaggacctg caggcggccc gcgcccrcgt catcatcagc atcatcgtgg ctgct ctggg4 80 

cgtgctgctg tccgtggtgg ggggcgaagt gtaacaaact tgcctggagg att aaaagcg54 0 

ccaagggcaa gaacatgatt cgttggcggg cgtgggtgtt tctgrttggg ccggcctaat 600 

^99^9 605 



(2) INFORMATION ON SEQ ID NO. 105: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2731 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 



(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
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(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 105: 



agggqggcgg acagacacag accatgcaga 
agagcaggaa gaagtggctg aggtggagga 
ggctgaggaa ccctacgaag aagccacaga 
gagagg'grg ctctgaacaa gccgagacgg 
actttgatgt gactgaaggg aagtgtgccc 
ggaacaactt tgacacagaa gagi;actgca 
cagcagccag tacccctgat gccgttgaca 
aacatgccca tttccagaaa gccaaagaga 
cccaggtcat gagagaatgg gaagaggcag 
acaagaaggc agttatccag catttccagg 
ccaacgagag acagcagctg gtggagacac 
accgccgccg cctggccctg gagaactaca 
ctcgtcacgt gttcaatatg ctaaagaagc 
acacccraaa gcatttcgag ca::gcgcgca 
ggtcccaggr tatgacacac ctccgtgtga 
tgctctacaa cgtgcctgca ctggccgagg 
agaaagagca aaactattca gatgacgtct 
gttacggaaa cgatgctctc atgccatctt 
ttcccgtgaa tggagagttc agcctggacg 
acrctgtgcc agccaacaca gaaaacgaag 
accgaggact gaccactcga ccaggttctg 
ctgaagtgaa gatggatgca gaattccgac 
aattggtgtr ctttgcagaa gatgtgggtt 
tgggcggtgt tgtcatagcg acagtgatcg 
agtacacatc cattcatcat ggtgtggtgg 
gccacctgtc caagatgcag cagaacggct 
agatgcagaa ctagaccccc gccacagcag 
tcactaccca tcggtgtcca tttatagaat 
tttactcatt atcgcctttt gacagctgtg 
traatccaca catcagtaat gtattctatc 
tattaatggg ttttgtgtac tgtaaagaat 
ttctcrcctg attatttatc acatagcccc 
gtgacccaat taagtcctac tttacatatg 
gaacgtggga gttcagctgc ttctcttgcc 
ctaaagtcaa acatttttaa gtatttcaga 
cattttactg tacagattgc tgcctctgct 
acacgtttgt ttcttcgtgc ctgttttatg 
tttctttttt tgtccacgta tctttgggtc 
taagcacttt tacggggcgg gtggggaggg 
tctccaaaac aattrtctgc aggatgattg 
ttctacactg tattacataa ataaattaaa 
aaggatgact acagacatta aataatcgaa 
caattttctt taaccagtct gaagtttcat 
tggcaatata aggggatgag gaaggcatgc 
tcaatttgta taaaatggtg ttttcatgta 
aactatatta ctggcaggtt tataatatgg 



tgggagtgaa gacaaagtag tagaagragc 60 
cgatgaggat ggtgatgagg tagaggaaga 120 
gagacacaga gtctg^ggaa gaggtggttc ISO 
ggccgtgccg agcaatgatc tcccgctggt 240 
cattctrtta cggcggatgt ggcggcaacc 300 
tggccgtgtg tggcagcgcc attcctacaa 360 
agtarctcga gacacctggg gatgagaatg 420 
ggcctgaggc caagcaccga gagagaatgt 480 
aacgtcaagc aaagaacttg cctaaagctg 540 
agaaagtgga atctttggaa caggaagcag 600 
acatggccag agtggaagcc atgctcaatg 660 
tcaccgctct gcaggctgtt cctcctcggc 720 
atgtccgcgc agaacagaag gacagacagc 7S0 
tggtggatcc caagaaagcc gctcagatcc 840 
ttratgagcg catgaatcag tctc-ctccc 900 
agattcagga tgaagttgat gagctgcttc 960 
tggccaacat gattagtgaa ccaaggatca 1020 
tgaccgaaac gaaaaccacc gtggagctccl080 
atctccagcc gtggcattct tttggggctgll40 
ttgagcctgt rgatgcccgc cctgctgccgi200 
ggtrgacaaa tatcaagacg gaggagatct 12 60 
atgactcagg atatgaagtt catcatcaaal320 
caaacaaagg tgcaatcatt ggactcatggl380 
tcatcacctt ggtgatgctg aagaagaaacl 4 4 0 
aggttgacgc cgctgtcacc ccagaggagcl 500 
acgaaaatcc aacctacaag ttctttgagcl560 
cctctgaagt tggacagcaa aaccattgct 1 620 
aatgtgggaa gaaacaaacc cgttttatgal680 
ctgtaacaca agtagatgcc tgaacttgaal74 0 
tctctttaca ttttggtctc tatactacat 1800 
ttagctgtat caaactagtg catgaataga 1 860 
ttagccagtt gtatattatt ct tgt ggt t t 1 920 
ctttaagaat cgatggggga tgcttcatgt 1 980 
taagtattcc tttcctgatc actatgcatt204 0 
tgctttagag agattttttt tccatgactg2 100 
atatttgrga tataggaatt aagaggatac2 160 
tgcacacatt aggcattgag act tcaagct222 0 
tttgataaag aaaagaatcc ctgttcat'cg2280 
gtgctctgct ggtcttcaat taccaagaat234 0 
tacagaatca ttgcttatga catgatcgct2 4 00 
taaaataacc ccgggcaaga cttttctttg24 60 
gtaattttgg gtggggagaa gaggcagatt2520 
ttatgataca aaagaagatg aaaatggaag2580 
ctggacaaac ccttctttta agatgtgt ct2 640 
aataaataca ttcttggagg agccaaaaaa2700 
c 2731 




INFORMATION ON SEQ ID NO. 106: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2194 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGT^: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 106: 



gaat-cacaa gttaatgatg ttgggtaaga gaacaatggt aagagagcaa tctaagaata 50 
tatcacctac trtaatttta tatgagagta catggaggta gctgtgatgt ggaaatgtag 120 
cacrgcrccr acccacgcag atttattcca gtgaaacaac aactggaact tcaagtaact 180 
cctcccagag tacttccaac tctgggttgg ccccaaatcc aactaatgcc accaccaagg 240 
cggc-ggtgg tgccctgcag tcaacagcca gtcrcttcgt ggtctcactc tctct^ictgc 300 
acctctactc ttaagagact caggccaaga aacgtcttct aaatttcccc atcttctaaa 360 
cccaatccaa atggcgtctg gaagtccaat gtggcaagga aaaacaggtc ttcatcgaat A2Q 
czaczaazzc cacacctttt artgacacag aaaatgttga gaatcccaaa tttgatcgac 480 
ttgaagaaca tgtgagaggt trgacLagat gatggatgcc aatattaaat ctgctggagt 540 
wtcatgtaca agatgaagga gaggcaacar ccaaaatagt taagacatga tttccrtgaa 600 
tgrggcttga gaaatatgga cacttaatac taccttgaaa ataagaatag aaataaagga 660 
tgggartgtg gaatggagat tcagttttca tctggrtcat taattctata aggccaraaa 720 
acaggtaata taaaaagctt ccatgattct atttatatgt acatgagaag gaacttccag 780 
gtgtracrgt aattcctcaa cgtattgttt cgacagcact aattcaatgc cgatatactc 840 
cagatgaagt tttacattgt tgagctattg ctgttctctt gggaactgaa ctcactttcc 900 
tcctgaggct ttggatttga catrgcartt gaccttttat gtagtaattg acatgrgcca 960 
gggcaatgat gaatgagaat ctacccccag atccaagcar cctgagcaac t ct tgattat 1020 
ccatartgag tcaaatggta ggcatttcct atcacctgtt tccattcaac aagagcact al080 
ca-tcattta gctaaacgga ctccaaagag tagaattgca ttgaccgcga ctaattccaal 1 4 0 
aatgctttrt attattatta ttttttagac agtctcactt tgtcgcccag gccggagtgcl200 
agtggtgcga tctcagatca gtgtaccatt tgcctcccgg gctcaagcga ttctcctgccl260 
tcagcctccc aagragctgg gattacaggc acctgccacc atgcccggct aatttttgtal320 
atttragtag agacagggtt tcaccatgtt gcccaggctg gtttcgaact cctgacctcal380 
ggtgatccac ccgcctcggc ctcccaaagt gctgggatta caggcttgag cccccgcgccl4 4 0 
cagccatcaa aatgcttttc atttctgcat atgttgaata cttrttacaa tttaaaaaaaiSOO 
tgatctgttt tgaaggcaaa attgcaaatc ttgaaattaa gaaggcaaaa atgtaaaggal560 
gtcaaaacta taaatcaagt atttgggaag tgaagactgg aagctaattt gcactaaatt 1 620 
cacaaacttt tatactcttt ctgtatatac attttttttc ttraaaaaac aactatggat 1680 
cagaatagcc acatttagaa cactttttgt tatcagtcaa tatttttaga tagttagaacl7 4 0 
ctggrcctaa gcctaaaagt gggcttgatt ctgcagtaaa tcttttacaa ctgcctcgaclSOO 
acacacaaac ctttttaaaa atagacactc cccgaagtct tttgttcgca tggtcacacalS 60 
ctgatgctta gatgttccag taatctaata tggccacagt agtcttgatg accaaagtccl 920 
tttttttcca tctttagaaa actacatggg aacaaacaga tcgaacagtt ttgaagctacl980 
tgtgtgtgtg aatgaacact cttgctttat tccagaatgc tgtacatcta ttttggattg204 0 
tatattgtgt ttgtgtattt acgctttgat tcatagtaac ttcttatgga attgattr gc2 100 
attgaacaca aactgtaaat aaaaagaaat ggctgaaaga gcaaaaaaaa aggaaagaaa2 1 60 
aaagaaaaaa aaaagaaaaa aaaaaggggg aggc 2194 



(2) INFORMATION ON SEQ ID NO. 107: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1812 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 107: 



cggaaggtgg 
ggccgcacgc 
aggaaaca tg 
ccaggcagtg 
caatgatata 
gratatttat 
gcargaaaag 
aaaaaccgtg 
caaagaccaa 
crtgccttct 
tgaaaar tgg 
acca ttt cag 
gtgcaacttt 
acraatactg 
gaaatgatat 
atatttccct 
tgccaagtta 
tgctactttc 
gttcagagca 
gcatgaacat 
gaaagaatga 
ctgaatgaaa 
caactagtat 
tagttgggat 
tcagtgtttt 
aaccaaatca 
tctaaaacaa 
gccagttttg 
ctgtttttga 
cagaaaataa 
atttcgactt 



accttggatg 
ccaggcccgg 
aaacagaccc 
aaggaccggg 
gaaaaggcag 
aaaggatttg 
gcacttgctg 
tagtctggca 
aacaaccaaa 
tgctttttca 
gataatatag 
tgatgtttat 
taacccctgt 
agagatttgg 
t tataaaaaa 
tatttaataa 
tagctttgtt 
tctcagcatc 
agaagtcttg 
caaacttttg 
tttgcagaaa 
tgctactttc 
ttaagatacc 
ctcaaaagat 
ctaaaaaaag 
gttctcaaaa 
accacctgac 
taatcactga 
tacctgcttt 
aatgtcagtg 

gg 



aat tttgacg 
gccccgacga 
tacaggcagc 
caggcagcat 
ttcaatctct 
agagcccgtc 
ctggaggagt 
ggaagtggat 
tgccaccgct 
tatctgtaaa 
aagaaattgt 
accaatctgt 
tggctggttt 
tcagaatttg 
tatgagagac 
gcaaaatatg 
tttgcttgcc 
caataatcat 
ct ttatacaa 
ttccactaat 
gaaagaaaaa 
tttagaaata 
atttaatatg 
ttggttcaga 
aaactgccac 
aatgaccggt 
caagagggaa 
cttatgtgca 
ttgtttcatt 
ttgaataaaa 



agaacaagt t 
ggccgaggtg 
tctgaagaac 
tgtcttgaag 
ggacaagaat 
tgacaatagc 
agggtccatt 
tatctgcctc 
gccctgtggg 
gaaaaaaat t 
gttaaaatag 
atatagtata 
tttgttctgt 
aggccagttt 
tggcagctat 
tttttggaat 
tcctgattat 
ggcccctcaa 
atgtatccat 
atggctctgt 
ctatggtgta 
taatagctgc 
ccccgtaaat 
tccaaacaaa 
acagcaaaaa 
gcttataaaa 
gtgagcttgt 
aactggtgca 
ttgttttgtt 
taaaaaaaca 



cgtggaccga 
gacacctgcc 
ccccctatca 
gtgctcatct 
ggtgtggatc 
agtgctatgt 
gttcgtgtct 
gggagtggga 
tagcatctgt 
acatatcagt 
aagtgtttca 
atttacattc 
tttgttttgt 
cctagctcat 
taacattgca 
aagtggtggg 
ctgtactgtg 
tttatttgtg 
aaaatatcag 
ttggaaaaaa 
atttaaactc 
cttagacatt 
gtcttcagtg 
tacacattct 
attgtttact 
agttataaat 
gcttagtatt 
gaaattctat 
ttgtaaaaat 
aattgaagaa 



agaagatggg 60 
ccctgcgcaa 120 
acaccaagag 180 
cttttaaagc 240 
tcctaatgaa 300 
tactgcaatg 360 
tgactgcaag 420 
attgctggta 480 
ttctctcagc 540 
tgtcctttaa 600 
tcctttcaaa 660 
aagtttaatt 720 
attattttta 780 
tgctagtcag 840 
aaactggacc 900 
tgaataccac 960 
ggtttaagtal020 
gtcacccagglOSO 
agcttgttggll40 
ctgcaaa tea 1200 
tgggcagcct 12 60 
atgaggtatal320 
ttcttcagggl380 
gtgt:tttagcl440 
ttgttggacalSOO 
atcgagtagcl560 
tacattggatl620 
aaactctttgieSO 
gataaaacct 1740 
gaggatggagl SCO 
1812 




(2) INFORMATION ON SEQ ID NO. 108: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 890 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI -SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 108: 



aacgacccct ggtaccttgc tcccattact tcccgttttc tcgatctgct gctcgtctca 60 

ggctcgtagt tcgccttcaa catgccggaa ccagcgaagt ccgctcccgc gcccaagaagl 20 

ggctcgaaga aagccgtgac taaggcgcag aagaaggacg gcaagaagcg caaggcagcclSO 

gcaaggagag ctactccgta tacgtgtaca aggtgctgaa gcaggtccac cccgacaccg2 4 0 

gcatcrcctc caaggccatg ggaatcatga actccttcgt caacgacatc tt cgaacgca300 

Tzcgcgggtga ggcttcccgc ctggcgcatt acaacaagcg ctcgaccatc acctccagggS 60 

agatccagac ggccgtgcgc ctgctgctgc ccggggagtt ggccaagcac gccgtgt cig4 20 

agggcaccaa ggccgtcacc aagtacacca gcgctaagta aacttgccaa ggagggactt 4 8 0 

tctctggaat ttcctgarat gaccaagaaa gcttcttatc aaaagaagca caattgccr t54 0 

cggttacctc actarctact gcagaaaaga agacgagaat gcaaccatac ctagatggac600 

tttrccacaa gctaaagctg gcctcttgat ctcattcaga ttccaaagag aa ccat ttac660 

aagttaatrt ctgtctcctt ggtccatrcc ttctctctaa taatcattta ctgttcctca720 

aagaattgtc tacattaccc atctcctcrt ttgcctctga gaaagagtat ataagcrt ct 7 80 

graccccact ggggggrtgg ggtaatattc tgtggtcctc agccctgtac cttaataaat840 

ttgtatgcct tttcrcttaa aaaaaaaaaa aagaagaagg aagaggatgc 890 



(2) INFORMATION ON SEQ ID NO. 110: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2 627 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by asseiabling and editing 



(iii) HYPOTHETICAL: NO 



255 



(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 110: 



ggcacgagat gtgaaaaggt tttgtgtaca ccacctccaa aaataaaaaa tggaaaacac 60 
acctrtagtg aagcagaagt atttgagtat crtgatgcag taacttatag ttgtgatcct 120 
gcacctggac cagatccatt ttcacttatt ggagagagca cgatttattg tggtgacaat 130 
tcagtgtgga gtcgtgctgc tccagagtgt aaagtggtca aatgtcgatt tccagtagtc 240 
gaaaatggaa aacagatiatc aggatttgga aaaaaatttt actacaaagc aacagttatg 300 
tctgaatgcg acaagggttt ttacctcgat ggcagcgaca caattgtctg zgacagtaac 360 , 
agtactrggg atcccccagt tccaaagtgt cttaaagtgt cgacttcttc cacracaaaa 420 
tctccagcgt ccagtgcctc aggrcctagg cctacttaca agcctccagt ctcaaartat 480 
ccaggatatc ctaaacctga ggaaggaata cttgacagtt tggatgtttg ggtcattgct 540 
gcgattgtta ttgccatagt. tgttggagtt gcagtaattt gtgttgtccc gtacagatat 600 
cttcaaagga ggaagaagaa agggaaagca gatggtggag ctgaatatgc cacttaccag 660 
actaaatcaa ccactccagc agagcagaga ggctgaatag attccacaac ctggtttgcc 720 
agttcatctt tcgactctat taaaatcttc aatagttgtt attctgtagt ttcactctca 780 
tgagtgcaac tgtggcttag ctaatattgc aatgtggctt gaatgtaggt agcatccttt 840 
gatgcttctt tgaaacttgt atgaatttgg gtatgaacag attgcctgct ttcccttaaa 900 
taacactcag atctattgga ccagtcagca cagcatgcct ggttgtatta aagcagggat 960 
atgctgtatt ttataaaatt ggcaaaatta gagaaatata gttcacaatg aaattatatt 1020 
ttctttgtaa agaaagtggc ttgaaatctt ttttgttcaa agattaatgc caactcttaalOSO 
gattattctt tcaccaacta tagaatgtat tttatatatc grtcattgta aaaagccctt 11 4 0 
aaaaatatgt gtatactact ttggctcttg tgcataaaaa caagaacact gaaaattgggl200 
aatatgcaca aacttggctt ctttaaccaa gaatattatt ggaaaattct ctaaaagttal260 
acagggtaaa ttctctattt tttgtaatgt gttcggtgat ttcagaaagc tagaaagtgt 1320 
atgtgtggca tttgttttca ctrrttaaaa catccctaac tgatcgaata tatcagtaat 1380 
ttcagaatca gatgcatcct ttcataagaa gtgagaggac tctgacagcc ataacaggagl4 4 0 
tgccacttca tggtgcgaag tgaacactgt agtcttgttg ttttcccaaa gagaactccgl500 
tatgttctct taggttgagt aacccactct gaattctggt tacatgtgtt tttctctcccl560 
tccttaaata aagagagggg ttaaacatgc cctctaaaag taggtggttt tgaagagaat 1620 
aaattcatca gataacctca agtcacatga gaatcttagt ccatttacat tgccttggcT:1680 
agtaaaagcc atctatgtat atgtcttacc tcatctccta aaaggcagag tacaaagt.aal7 4 0 
gccatgtatc tcaggaaggt aacrtcattt tgtctatttg ctgttgattg taccaaggga 1800 
tggaagaagt aaatatagct caggtagcac tttatactca ggcagatctc agccctctacl860 
cgagtccctt agccaagcag tttctttcaa agaagccagc aggcgaaaag cagggactgcl920 
cactgcattt catatcacac tgttaaaagt tgtgttttga aattttatgt ttagttgcacl980 
aaattgggcc aaagaaacat tgccttgagg aagacatgat tggaaaatca agagtgtaga2040 
agaataaata ctgttttact gtccaaagac atgtttatag tgctctgtaa atgttccttt2100 
cctttgtagt ctctggcaag atgctttagg aagataaaag tttgaggaga acaaacagga21 60 
atrctgaatt aagcacagag ttgaagrtta tacccgtttc acatgctttt caagaatgtc2220 
gcaattacta agaagcagat aatggtgttt tttagaaacc taattgaagt atattcaacc2280 
aaatacttta atgtataaaa taaatattat acaatatact tgtatagcag tttctgcttc2340 
acatttgatt ttttcaaatt taatatttat attagagatc tatatatgta taaatatgta24 00 
tttrgtcaaa tttgttactt aaatatatag agaccagttt tctctggaag tttgtttaaa24 60 
tgacagaagc gtatatgaat tcaagaaaat ttaagctgca aaaatgtatt tgctataaaa2520 
tgagaagtct cactgataga ggttctttat tgctcatttt ttaaaaaatg gactcttgaa2580 
atctgttaaa ataaaattgt acatttggaa aaaaaaaaaa gccaaaa 2627 
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(2) INFORMATION ON SEQ ID NO. Ill: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 976 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 111: 

catgaagcgc ctcaccgccg gcctcatcgc 60 

cgccggcatg gccgtcctgg tgatcaccaal20 

ggagatcaag gaactggggg agttgagaaalSO 

aggggatggg gtggggtacc ggatttcggt240 

ctgattcctc ggcgcaaagg agacgtttat300 

ttgcgcacac accaggttta atagatcctg360 

gtcttgaagg aagcatttct aaaatgtatc4 20 

tggggcagtg aaggaaggga tggcatagcg4 8 0 

aacccgggat cgtttgcaag taactgaat:c54 0 

ttagatggga aatagcgttg ttatcgcctt 600 

tatcatggcc tacccgagga gaagaggagt 660 

ttaccatcgt ttgtattact gaccacatat7 20 

ctgcctgaac gcagtttgga tgtctttgag780 

tattcttcag cttgccctta ctgccactga840 

tgtacatatg ttgtctttga taatgt tgct 900 

taaaatatgg gaaaggcaca caaaaaaaaa 960 

976 



cccgagccgc 
cgtcatcgtg 
ccggagaaag 
ggaaccgagc 
a tcgtcccag 
cctttcaaat 
gcctcagggt 
ccccttcggt: 
c tatgtqtaa 
cattgcgaca 
gggtttaaat 
r tgttaactg 
gcttgtcact 
gacagacatt 
tattggtaat 
gtaatt tttt 
aaaaaaaaaa 



gagattcccc 
gtggtcgtgg 
tcggggaagt 
ttgtaggtac 
acccaagtga 
tcctgccttc 
ctcctttctt 
ccaacaacag 
aaaacaagt a 
ttgtgaaggc 
tatttgatga 
ggcctatgta 
gggaaagaag 
gcccggaaac 
grtctttttt 
aaaataaaac 
aaaaac 



cgaagttctc 
tggccct cgt 
acaagaaggt 
ccggcggggc 
gccacgcttc 
cccctccctt 
tctcacttct 
gaaacctgac 
tctgtatgac 
traaatgagt 
gttccacttg 
gtagcctcat 
cctgtttcag 
tcagtctatt 
gtaaaatgtt 
acgaatttaa 



(2) INFORMATION ON SEQ ID NO. 112: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1427 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 




(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 112: 



cttccggggt gactgcctct tccagggcgg gcggrgtggt gcacgcattg ctgtgctcca 60 
actccctcag ggcctgtgtt gccgcactct gctgctatga gctrcctcaa aagrtrcccg 120 
ccgcccgggc cagcggaggg gctcctgcgg cagcagccag acactgaggc tgtgctgaac 180 
gggaagggcc tcggcactgg taccctttac atcgctgaga gccgcctgtc t-ggrtagat 240 
ggc-ctggat taggattctc actggaatac cccaccatta gtrtacatac attatccagg 300 
gaccgaagtg acrgcctagg agagcatttg tatgtcatgg tgaatgccaa atttgaagaa 360 
gaatcaaaag aaccrgttgc cgatgaagaa gaggaagaca gtgatgatga tattqaacct 420 
atractgaat ttagattrgt gcctagtgat aaatcagcgt tggaggcaat gttcactgca 480 
atgtgcgaat gccaggcctt gcatccagat cctgaggatg aggattcaga taactacgat 540 
Gcagaagaat atgatgtgga agcacatgaa caaggacagg gggacatccc tacattttac 600 
acctatgaag aaggattatc ccatctaaca gcagaaggcc aagccacact ggagagatna 660 
gaaggaatgc tttctcagtc tgtgagcagc cagtataata tggctggggr caggacagaa 720 
gattcaataa gagartatga agatgggatg gaggtggata ccacaccaac aattgcrgga 780 
cagttrgagg atgcagatgt tgatcactga aaatgattta tgcaagttta agattctgct 840 
cctaagtgta ggagagaact tggtgcctct tccactctgg agtgaagtta atgaaagtct 900 
t^ttcctttt ccaaaaccca acctgaacca gttctttctt gagacagact atactgagac 960 
aacaagttgt caccagcaga agatagataa tatgaccttt attaacttga tgaattaact ^ 020 
taaccaagag ggtatttgta grttactatt taccctaaaa ctttctgtgt crgggtacccl 080 
tctgagtagg cctataattc ctaccttgac tgtgtgcatc atttgtaagc tagcagatct 1 1 4 0 
atgtggrgaa aatgcacagg agcttggtag actgcggggg aaagagagag ctcct ttcgcl 200 
catgttttac cagtctgctg ttataacctc ttaggttgta tcctttaatt tccagcctt t 1 2 60 
caggttagrt tctgtaacag aacaagrgag tctgggatga agtcctcaaa gtacttcaaa 1 320 
tggcaattgt tttgtttttg taatagctta acaaataaac ctaggttttc tat attaaaal 380 
aaaaaaaaaa aaaaaaaaga aaggtacctg ccctaataat attctgc 1427 



(2) INFORMATION ON SEQ ID NO. 113: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2639 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 
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(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 113: 



cccccatctr 
ctttctttct 
zzgqzgzcac 
a tagaacat t 
tggccaaT: tc 
gt aaacagcc 
cattcgagac 
ca a t a "C ti a ca 
caccagttgc 
ctt ccagttc 
gccat-caat 
taccucccag 
actcarttct 
cat cattaac 
tgarcttart 
catcratctc 
tcagatcaaa 
ccttgattgt 
taggcaccac 
caagtgtaag 
gcacaccagc 
atggtzcctr 
agccaccaac 
crt r ctggac 
cccgagtcag 
cttgargctg 
cagctctatt 
gttccar gac 
caact tcgaa 
ggtcaaacac 
ctgccgtagg 
tggttgcttg 
ccttctttcc 
t ctcctcagg 
t agttttct t 
ca t t ccacgt 
tgagccggtt 
aggacggcgt 
acacgccgac 
ccttcttgtc 
gggagagctt 
gcacaggagc 
ccacgaacca 
cgcgaaacac 



accctccccg 

ttcttrrttc 

ttatgg- aca 

t rgaaggtga 

r tcttctccc 

gctcaggcca 

ttaagt uctt 

gcactagcag 

gggagggcct 

cttctt ctta 

ctttrctrcu 

cttttctrta 

agratcaatg 

catcctttcg 

tttgttccct 

aaaggtgact 

ugcacccaga 

aacagt tgcn 

cgtgttcctt 

gggacataca 

ct ggacagca 

gccattgaag 

aagaacaatt 

gggcttcata 

ggtctcagaa 

agaagacagg 

gtcttccctg 

acgctggtca 

gacaccattg 

caggatgttc 

ctcgttgatg 

gcgttgggca 

caaataagcc 

agcaaatgtc 

t tcaaccacc 

gcggccgatg 

cttggcggca 

gatgcggttg 

gcaggagtag 

ctcctcctcg 

catcttgcca 

acagcgcaat 

ggcgaagggc 

cccaataggt 



attctccttt 

ttcccctr tt 

aaaaacttcc 

acacacaccc 

ccccacccaa 

tagcagrrtc 

tcaatttttt 

atcagtgtct 

gcacttccat 

gctttgaagt 

acagctcttt 

t ct ccaatct 

cgccccttga 

atttctrcag 

gt acccr tgt 

tcaatctgtg 

agatgattgt 

tgattatcag 

ggaatcagtt 

tcaagcagta 

gcaccatacg 

aactctttaa 

tcatcaatat 

gtagaccgga 

aagtcttctc 

gcccgtttgg 

acatctttgc 

aagtcttctc 

tcaatggtga 

tt ctccccct 

atcctcataa 

teat taaaat 

tcagcggttt 

tttgtttgcc 

ttgaacggca 

agccgcttgg 

tcgccaatca 

ccctgatcgt 

gtggtcccca 

gcccgcgccg 

gccagttggg 

ttccgacttg 

aggtctagaa 

caatctgtct 



tttct tttct 

t atttgacca 

tacaccagat 

taacccaggt 

agacatgtga 

aactccactc 

cctaacaaaa 

acaactcatc 

agagtttgct 

cttcaatgtc 

ccatggtctc 

gattctttag 

gctttttgtc 

gtgtcaggcg 

cttcagctgt 

ggaccccacg 

cttttgtcag 

aagctgtaga 

tggtcatgac 

ccaggtcacc 

ctacagcttc 

ccagttgctg 

cagacttctt 

acagatccat 

ct tcatagaa 

ccttttctac 

ccgtcttctt 

cacccagatg 

gaagagacac 

ccctcttatc 

catttaggcc 

aggctggtac 

ctttcatttt 

cacctccaat 

agaacttgat 

cgtcaaagac 

gacgttcccc 

tggcgatgat 

ggtcgatgcc 

cgctgagcag 

cagcagcagg 

caggcggcag 

atacaggccg 

gtgctgtctt 



ttttttatat 

gt gtaaataa 

gcacatgacc 

ttt t tacccg 

gcaactgcta 

tgaggtgaag 

gttcctgagt 

ttt t tctgct 

gataattggt 

agcatcttgg 

cttatcttca 

agaa taggca 

tt cctcagca 

att ctggtca 

cactcgaaga 

aggagcagga 

gggtctttca 

aaagatctga 

acctcccaca 

tgtatcttga 

atctgggttt 

aatctttgga 

caaatcagaa 

gttgagctct 

ggactcaatt 

ctcgcgccgg 

tttgtacagt 

agtatctcca 

atcgaaggtt 

caggccataa 

agcaatagtt 

agtaacaact 

agtgagaacc 

atcaacttga 

gtcctgctgc 

cgtgttctcg 

ttcaggagtg 

ctccacgcgg 

gaccaccgtg 

cagcagcatc 

cagtccagcc 

gggcccgggg 

cggcgcttcc 

ggccggcatc 



ggctttcttc 60 
caaacattta 120 
cagttgttaa 130 
ctttttaaga 240 
atgaaaagca 300 
attccaatta 360 
ccagtattta 420 
gtatcctctt 480 
tgaacaattt 540 
tggctttcca 600 
gaggaaagtt 660 
tagctttcca 720 
aacttctcag 780 
ttggtgattg 840 
ataccattca 900 
ggaattccag 960 
ccttcatagal020 
gacttcttgglCSO 
gtttcaatacll40 
tcaccagagal200 
atgccacgggl260 
attcgagtcgl320 
tcttccaacal380 
tcaaatttggl440 
tcaattcttglSOO 
agtttctgcal560 
ttgatgaagt 1620 
ttagtggccal 630 
ccgccacccal7 4 0 
gcaatagcaglSOO 
ccagcgtctt 1860 
gcatgggtaal920 
atggcagaaal980 
atgtatggtt2040 
acagacgggt2100 
gggttggagg2160 
aaggcgacat2220 
ccgttcttga2280 
cccacgtcct2340 
gcggccacca2400 
acaggccgta24 60 
tcacaaggcg2520 
ctctcacact258 0 
gacccttag 2639 




(2) INFORMATION ON SEQ ID NO. 114: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 634 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 114: 



cccccgcgcg cgcggttaaa tccccgcacc tgagcatcgg ctcacacctg caccccgccc 60 

gggcatagca ccatgcccgc trc-cgccta ggcccgctag ccgccgccct cctcctcagcl20 

crgctgctgr tcggcttcac cctagtctca ggcacaggag cagagaagac tggcgtgtgclSO 

cccgagctcc aggctgacca gaactgcacg caagagtgcg tctcggacag cgaatgcgcc2 4 0 

gacaacctca agrgctgcag cgcgggctgt gccaccttct gctctctgcc caatgataagSOO 

gagggttcct gcccccaggt gaacattaac tttccccagc tcggccrctg tcgggaccag3 60 

tgccaggtgg acagccagtg tcctggccag atgaaatgct gccgcaatgg ctgtgggaag4 20 

gtgtcctgtg tcactcccaa tttctgagct ccagccacca ccaggctgag cagtgaggag4 80 

agaaagtttc tgcctggccc tgcatctggt tccagcccac ctgccctccc ctr tttccggS 4 0 

acrctigtia tt ccctcttggg ctgaccacag cttctccctt tcccaaccaa t aaagtaaccSOO 

actttcagca aaaaaaaaaa aaaaaaaaca aaaa 634 



(2) INFORMATION ON SEQ ID NO. 115: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 719 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI -SENSE: NO 



(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
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(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 115: 

gtcgactttt -tcttttrt!: rcraacatgg aaaagtattt ttaaaaatcg aataatccta 60 
ttcaag-caa ccacrgcraa ccccgg;:gtc crrcctgcca gtctgttccr cccca t ggga 1 20 
grcacacaaa atgaaaatct cctagaaaga gaagacaaag acccgcaaaa caret a t gcc 1 3 0 
accatctarg agcrgaaaga agacaagagc tacaacgtca cctccgtcct gt tr aggaaa2 4 0 
aagaagtgtg acracrggat caggaccttt grtccaggtt gccagcccgg caac- t cacgSOO 
ctgggcaaca ttaagacrta ccctggatta acgagrtacc tcgrccgagt ggr aagcacc3 60 
aactacaacc agcatgcrat ggtgtrcttc aagaaagttr ctcaaaacag ggagtact r c4 20 
aagatcaccc tctaccggag aaccaaggag ctgacttcgg aactaaagga gaact: tea t c4 8 0 
cgcttctcca aarctctggg cctccctgaa aaccacatcg tcttccctgt cccaatcgac54 0 
cagtc-atcg acggcrgagt gcacaggtgc cgccagctgc cgcaccagcc cgaacacca t 600 
tgagggagct gggagaccct ccccacagtg ccacccatgc agctgctccc caggccaccco 60 
cgctgatgga gccccacctt gtctgctaaa taaacatgtg ccctcaaaaa aaaaaaaaa 719 



INFORMATION ON SEQ ID NO. 116: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 494 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 
{ D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 




(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 116: 

aagccgtgcg 60 
ctcaccct ccl20 
gcagacatgt 180 
aatgtgtgga24 0 
gaaatagtat 300 
gaaacccatg360 
acattttcat420 
tctcatct:ac480 
494 



gt:cGa::aacg 
zzgcgtzcca 
cgagrtgaaa 
ccaaggaata 
gatggcgacr 
catcargtra 
t cctctctcc 
attagacttt 
cttat aatat 



ccagacgcaa 
aggcatctgr 
aaatttacgg 
ttgcggggat 
agtggacaac 
gaagccttgg 
atagggcctg 
ttgttaaata 
ctgc 



gacgccgggc 
gagcccgcgg 
acaagaagtt 
ttgatccctt 
agaacaatat 
aacgagcata 
ttttactatg 
aacttttgta 



ctacagcggg 
agtacacacc 
atcattgaaa 
tatgaacctt 
tggaatggtg 
aataacggct 
atgtaaaaat 
atagrcaaaa 



agcgtgagga 
atgagcaaag 
ttaaatggtg 
gtgatagatg 
gtaatacgag 
grtcagcaga 
taggtcatgt 
aaaagtttgg 



2) INFORMATION ON SEQ ID NO. 117: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1065 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 



(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 117: 

acccqgctga ctacgctcaa agctccattg ttagatcctt tctgtcctcc ttcctggctc 60 

czcczzcczc cccacccctc taataggctc ataagtgggc tcaggcctct ctgcggggct 120 

cacrctgcgc ttcaccatgg ctrtcattgc caagtccttc tatgacctca gtgccatcag 130 

cctggatggg gagaaggtag atttcaatac gttccggggc agggccgtgc tgartgagaa 240 

tgtggct;:cg ctctgaggca caaccacccg ggacttcacc cagctcaacg agctgcaatg 300 

ccgctttccc aggcgcctgg tggtccttgg cttcccttgc aaccaatttg gacatcagga 360 

gaactgtcag aatgaggaga tcctgaacag tctcaagtat gtccgtcctg ggggtggaca 420 

ccagcccacc ttcacccttg tccaaaaatg tgaggrgaat gggcagaacg agcatcctgt 480 

crrcgcctac ctgaaggaca agcrccccta cccttatgat gacccatttt cccrcatgac 540 

cgarcccaag ctcatcattt ggagccctgt gcgccgctca gatgtggcct ggaacrttga 600 

gaagttcctc atagggccgg agggagagcc cttccgacgc tacagccgca ccttcccaac 660 

catcaacatt gagcctgaca tcaagcgcct ccttaaagtt gccatataga tgtgaactgc 720 

tcaacacaca gatctcctac tccatccagt cctgaggagc cttaggatgc agcatgccrt 780 

caggagacac tgctggacct cagcattccc ttgatatcag tccccttcac tgcagagcct 840 

cgcctttccc ctctgcctgt ttccttttcc tctcccaacc ctctggrtgg tgattcaact 900 

tgggctccaa gacttgggta agctctgggc cttcacagaa tgatggcacc ttcctaaacc 960 

ctcatgggtg gcgtctgaga ggcgtgaagg gcctggagcc actctgctag aagagaccaa 1020 

taaagggcag gtgtggaaaa aaaaaaaaaa aaaaaaaaaa aaaaa 1065 



2) INFORMATION ON SEQ ID NO. 12 0: 
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(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 648 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI -SENSE: NO 



(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 120: 



gcactgccgt cgrtagtctc cggcgagttg ttgcctgggc tggacgtggt tttgtctgct: 60 

gcgcccgctc rrcgcgctct cgtttcattt rctgcagcgc gccagcagga tggcccacaa 12C 

gcagaticrac tactcggaca agtacttcga cgaacactac gagraccggc atgttatgtc 1 SO 

acccagagaa ccttccaaac aagtacctaa aactcatctg atgtctgaag aggagtggag2 4 0 

gagacrtggt gtccaacaga gtcraggctg ggttcatrac atgattcatg agccagaacc300 

acarattctt ctcrttagac gacctctrcc aaaagatcaa caaaaatgaa gt t:::atctgg360 

ggarcgtcaa arctrttnca aatttaatgt atatgtgtat ataaggtagt at tcagtgaa4 20 

-acttgagaa atgtacaaat ctttcatcca tacctg::gca tgagctgtat tcrtcacagc4 80 

aacagagctc agttaaatgc aacngcaagt aggrtaccgt aagatgttta agataaaagr 54 0 

zczzccagtc agtttttctc t-aagtgcct gtttgagttt acrgaaacag tttacrtt tg600 

c-caataaag ttrgracgtt gcattraaaa aaaaaaaaaa aaagtcga 648 



INFORMATION ON SEQ ID NO. 121: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 184 2 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 

(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 



(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 121; 



ctcgagccgc tcgagccgct gctctctgga gggggtagag atcaaaggcg gctccttccg 60 

acttctccaa gagggccagg cactggagta cgtgtgtcct tctggcttct acccgtaccc 120 

tgtgcagaca cgtacctgca gatctacggg gtcctggagc acccrgaaga ctcaagacca 180 

aaagactgtc aggaaggcag agtgcagagc aatccactgt ccaagaccac acgacttcga 240 

gaacggggaa tactggcccc ggtctcccta ctacaatgtg agt-gatgaga tctctttcca 300 

ctgctatgac ggttacactc tccggggctc tgccaatcgc acctgccaag tgaatggccg 360 

grggagtggg cagacagcga tctgtgacaa cggagcgggg tactgctcca acccgggcat 420 

ccccattggc acaaggaagg tgggcagcca gtaccgccct gaagacagcg tcacctacca 480 

ctgcagccgg gggcttaccc tgcgtggctc ccagcggcga acgtgtcagg aaggtggctc 540 

ttggagcggg acggagcctt cctgccaaga ctccrtcatg tacgacaccc ctcaagaggt 600 

gac=aaagct t^-ccrgtcct ccctgacaga gaccatagaa ggagccgarg c'^f^^^^gg 660 
:«cagccca ggggaacaac agaagcggaa gatcgtccrg gaccct.cag g^^^^^!! ^0 
rlt-tacctg Qtactacatg gatcagacag cattggggcc agcaactrca caggagcca /SO 
aaa:4=t=-.a gtcaacitaa ?tgagaaggt ggcaagtrat ggtgrgaagc caagatargg S40 
r^-a-tq^^a tatcccaca-. accccaaaat ttgggtcaaa g,:gtctgaag cagacagcag 900 
';;'acaa;c Jgggtcacga agcagcccaa .gaaatcaat tatgaagacc acaagrtgaa 960 
;t=;gggact aacaccaaga aggccc.cca ggcagtgtac agcatgatga 9=;^^-"^^ 
-nJ-V-ccc^ cc-gaaggct ggaaccgcac ccgccatgtc atcarcctca tgactgatgglOSO 
^-t;c;caac !tgggcg?gg acccaactac tgtcattgat gagarccggg acrtgctatall40 
c^^'agcaag g fcgcaaaa acccaaggga ggattatcrg gargtcta.g ^gtt.ggggt 0 
;;qgcct-.tg gtgaaccaag tgaacatcaa tgcttcggct tccaagaaag acaat:qagcal260 
lllllTizll Lagtcaagg atatggaaaa ccrggaagar gttttctacc ^^^^atcga 320 
-aaaaqccaq tcrctgagtc tctgtggcat ggttrgggaa cacaggaagg gtaccqattalSSO 
;c=caaqcaa ccltggcagg ccaaoatcrc agtcattcgc ccttcaaagg gacacgagagl440 
"tq-a'qgSg qctgtgqtgt ctgagtactt tgtgctgaca gcagcacart grrtcactgr .500 
;ga;;acaag gaacaltcL tcaaggtcag cgtaggaggg gagaagcggg -ctggagatxS 0 

a-aaa-aq^- cratttcacc ccaactacaa catcaatggg aaaaaagaag caggaattccl620 
Jt^-'az qacta-.gacg ttacccrgat caagctcaag aataagctga aatatggc=a.c80 

'ac^at^Iqg cccat-Jgtc tcccctgcac cgagggaaca actcgagctt tgag.gctrcc. MO 

ccc'actaic acrtgccagc aacaaaagga agagctgctc cccgcagaag agcaaagaaa 300 

g^^g^g^T-^g tccgggggga gaaaaaaacc gccccggggg gg 



) INFORMATION ON SEQ ID NO. 122: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1596 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 122: 



ggcgggtata aaagccccac ccaggccagc cggctctgct cagcatttgg ggacgctctc 60 

agctctcggc gcacggccca gcttccttca aaatgtctac tgttcacgaa atcctgtgca 120 

agctcagctt ggagggtgat cactctacac ccccaagtgc atatgggtct gtcaaagcct 180 

atactaactt tgatgctgag cgggatgctt tgaacattga aacagccatc aagaccaaag 24 0 

gtgtggatga ggtcaccatt gtcaacattt tgaccaaccg cagcaatgca cagagacagg 300 

atattgcctt cgcctaccag agaaggacca aaaaggaact tgcatcagca ctgaagtcag 360 

ccttatctgg ccacctggag acggtgattt tgggcctatt gaagacacct gctcagtatg 420 

acgcttctga gctaaaagct tccatgaagg ggctgggaac cgacgaggac tctctcattg 480 

agatcatctg ctccagaacc aaccaggagc tgcaggaaat taacagagtc tacaaggaaa 540 

t^tacaagac tgatctggag aacgacatta tttcggacac atctggtgac ttccccaagc 60C 

tgarggtzgc ccrggcaaag ggtagaagag cagaggatgg ctcrgtcart gartacgaac 660 

tgat-cacca agatgctcgg gazctczacg acgcrggagt gaagaggaaa ggaacrgatg 720 

ttcccaactg gatcagcatc acgaccgagc ggaggggccc caccrccaga aagtatttga 780 

taggtacaag agttacagcc cttatgacat gttggaaagc atcaggaaag aggttaaagg 840 

agacctgcaa aatgctttcc tgaacctggt tcagtgcatt cagaacaagc ccctgtattt 900 

tgcrgatcgg crgtatgact ccatgaaggg caaggggacg cgagataagg tcctgatcag 960 

aaTicarggcc tcccgcagtg aagtggacat gttgaaaatt aggtctgaat tcaagagaaal 020 

gracggcaag tccczgtacr atcatatcca gcaagacact aagggcgact accagaaagclOSO 

gcrgctgtac ctgtgtggtg gagatgactg aagcccgaca cggcctgagc gtccagaaat 1 14 0 

cgrgctcacc atgcttccag ctaacaggrc cagaaaacca gctrgcgaat aacagtccccl200 

g-ggccarcc ctgrgagggt gacgttagca ttacccccaa cctcatttta gttgcctaagl260 

cartgcctgg ccttcctgtc tagtctctcc tgcaagccaa agaaatgaac attccaaggal 320 

grcggaagtg aagtctatga tgrgaaacac tttgccrcct gtgtactgtg tcataaacagl 38 0 

atgaanaaac tgaatittgta ctttagaaac acgtactttg tggccctgct ttcaactgaai4 4 0 

ctgtttgaaa attaaacgrg cttggggtrc agctggtgag gcrgtcccrg taggaagaaalSOO 

gctctgggac tgagctgtac agtatggttg cccctatcca agrgtcgcta tttaagttaal 560 

attcaaacga aataaaataa aataaaatca aaaaaa 1596 
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(2) INFORMATION ON SEQ ID NO. 12 3: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1033 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 

(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 



(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 123: 



gtcgcagctg 
ctgggcttgc 
ggcgagggag 
gtttggaact 
aattttgtac 
tgtagagacg 
aagtatcagg 
agacagttgt 
ggaagaagag 
ggccatgact 
atggcagata 
gtragttgaa 
gactacatca 



accctcgctc 
gaggaaaccg 
gacagggggt 
cgggaaatga 
agattacaag 
gtgacgtaca 
ccatactgga 
gaccgagacc 
ctgagaaaag 
tcctcagaga 
ttcaaaacgt 
acattaaaaa 
cctctctccc 



ccgcccccgc 
cctcggagct 
tcatcatggg 
gaattttaat 
tgggagaagt 
aaaaccttaa 
gatgttacta 
gaattggcat 
ccattttagt 
tggcaaattc 
cagcaaccaa 
gcagacagta 
tttggaaaca 



ctggagtccg 
gcagccgaag 
tggctttttc 
tttgggatta 
tgttactact 
attccaagtc 
t tcaaacaca 
ttccaaatca 
ggtgtttgca 
acrtgggtta 
aggcaccggc 
attcagtcca 
gtcaagtgta 



acgtggaagt 
gcaaggaatc 
tcaagtatat 
gatggagcag 
atacctacca 
tgggatttag 
gatgcagtca 
gagttagttg 
aaraaacagg 
cctgccttga 
cttgatgagg 
ttcttctccc 
cttcacacta 



tgctggctga 
actgaagatc 
tttccagtct 
gaaaaaccac 
ttggatttaa 
gaggacagac 
tttatgtagt 
ccatgttgga 
acatggaaca 
aggaccgaaa 
caatggaatg 
ctgaaatgaa 
ctagargtta 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



aaacrata-g attattggca tatactgact gacrgcaata tttgtagtaa a-agggaaaa 840 

caactattta gttggaggga taatrtgatc gaatcacctg aatgttctat gtaatgtaaa 900 

atattctrtt cttgctrtct tgtgttaagg tatatattct atttctargg aattcttatt 960 

caaa-acag. tctatraaag agtatactcc cartggarga aaaaaaccta aaaaaaaaaa 1 020 

aaaaaaaaaa aaa 1033 



(2) INFORMATION ON SEQ ID NO. 124: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 65 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 
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(Vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 124: 

ICLLVHFVSR AKTVNLTFSY WWVITENKDL FSCSLLKSHK NNQIGSCLLS CVSWrLTCVH60 



(2) INFORMATION ON SEQ ID NO. 125: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 64 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 12 5: 



ISVFRLFKYL THFQTCTMFY KPLDFQQHTI ENTCYSKHNF SVSSIAVVRD NIAISGMLQA60 
FKIA 64 



(2) INFORMATION ON SEQ ID NO. 126: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 61 amino acids 

(B) TYPE: Protein 

( C ) STRAND : individua 1 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 12 6: 



T?VCL 



65 




TQIWVGPVF QLGKRMGKPG DGFHKFSSGL WHSFQEIPLG 



FQ60 
61 



(2) INFORMATION ON SEQ ID NO. 127: 
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(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 82 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 127: 

LKNTNEVKAL NWYTLFTPIF QVWKCIFASR PLPRGISWKE CHNPLENLWK PSPGFPIRLP60 
SWKTGFTHIW VPSGVAGRRF AF 82 



(2) INFORMATION ON SEQ ID NO. 128: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 90 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 128: 

HTW3PYPLGI 3PRTIRPVCQ PKVAFGMLNF PLSKKVHLPN EVTIRLNPKK SLDFVFYKNSeO 
TFPIKSLVIK ISTLFKCDST AWFLANKNPI 90 



(2) INFORMATION ON SEQ ID NO. 129: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 82 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 



(iii) HYPOTHETICAL: yes 



(vi) ORIGIN 
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(A) ORGANISM: HUMAN 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 129: 

.MVADYGCTIL ILGPFTHRNH TKWPDTYrTE QFKYYTLAKS TYSTHPGEGG EKTHTYKTTS60 



(2) INFORMATION ON SEQ ID NO. 130: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 70 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 130: 

RNLVTQMKSG lEDPWTWQVN ADYSLAFPLY LCKEGYTELI LFQAYNFKFY HLNSSTFAAE60 
EWNQKNWSW 7 0 



(2) INFORMATION ON SEQ ID NO. 131: 



(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 60 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 131: 



AIQCEAYFIA TLVDCQGDSA TVLDKLMFPF SLAANRRATY SAGSRARSWG SRGYTSSLII60 



LDTMCLPTIS 5LNNFHQLRC LV 



82 



(2) INFORMATION ON SEQ ID NO. 132: 
(i) SEQUENCE CHARACTERISTIC: 
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(A) LENGTH: 181 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 132: 

IPNMAAPLGG MFSGQPPGPP QAPPGLPGQA SLLQAAPGA? RPSSSTLVDE LESSFEACFA 60 
SLVSQDYVNG TDQEEIRTGV DQCIQKFLDI ARQTECFFLQ KRLQLSVQKP EQVIKEDVSE120 
LRNELQRKDA LVQKHLTKLR HWQQVLEDIN VQHKKPADIP QGSLAYLEQA SANIPAPLKPl 8 0 



(2) INFORMATION ON SEQ ID NO. 133: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 423 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 133: 



T 



181 
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(2) INFORMATION ON SEQ ID NO. 134: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 237 amino acids 

(B) TYPE: Protein 

( C ) STRAND : indi vidua 1 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 134: 

VENIEVYHEF WFEEATNLAT KLDIQMKLPG KFRRAHQGNL ESQLTSESYY KETLSVPTVE 60 

HIIQELKDIF SEQHLKALKC LSLVPSVMGQ LKFNTSEEHH ADMYRSDLPN PDTLSAELHC120 

WRIKWKKRGK DIELPSTIYE ALHLPDIKFF PNVYALLKVL CILPVMKVEN ERYENGRKRL180 

KAYLRNTLTD QRSSNIALLN INFDIKHDLD LMVDTYIKLY TSKSELPTDN SETVENT 237 



(2) INFORMATION ON SEQ ID NO, 135: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 89 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 13 5: 

^ RIRINGSLCP QTKNNLYFHI VELSISGASV GERWYGMGES ILPARGESQG LLCLYFYKEI60 
LPLFLVNKLR GTDVGLEQGL SGGEGSWTA 8 9 



(2) INFORMATION ON SEQ ID NO. 13 6: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 82 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ORF 



(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 13 6: 

ZZZPJ^SZL ERILEENNRK lAEAQAKLAE EQLRIVEEQR KIHEERMKLE QERQRQQKEE 
QKIILGKGKS RPKLSTSLKT QD 



(2) INFORMATION ON SEQ ID NO. 137: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 71 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 137: 

SALKVEYLLS CPVSCRVCSS AAIRASFLFK MICTVSLAIP ASAAQPFIKK QHTRKAELRN60 
ADVYGKKEQK M 71 

(2) INFORMATION ON SEQ ID NO. 138: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 67 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 138: 



35AQRKYFNL PVEILVMERC QTVLNGRTSK SEATVPTTRG LLYCSTFSAL YFLAEASPWS60 



PJ^YKLGY 



(2) INFORMATION ON SEQ ID NO. 139: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 49 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 139: 

RAEKVEQYKS PRVVGTVASL LLVLPFKTVW HLSMTRISTG RLKYFLCAE 



(2) INFORMATION ON SEQ ID NO. 140: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 132 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 140: 

SCERRGFIMA DDLKRFLYKK LPSVEGLHAI WSDRDGVPV IKVANDNAPE HALRPGFLST 60 
FALATDOGSK LGLSKNKSII CYYNTYQVVQ FNRLPLVVSF lASSSANTGL IVSLEKELAP120 



LFEELRQVVE VS 

132 

(2) INFORMATION ON SEQ ID NO. 141: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 126 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ORF 



(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 141: 



QMILLFLES? SLL?WSVAR.2i rCvDKKPGRKA CSGALSFATL ITGTPSLSDT TMAWSPSTLG 60 
NFLYKNRFRS SAMMNPLLSQ DQSPRLGFLG CLVLSAVTSG TALKTGSSSS HRHMIHDLVC120 
APGSTF ^26 



(2) INFORMATION ON SEQ ID NO. 142: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 152 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 142: 



SAVKRGWDLN MAAVVAATAL KGRGARNARV LRGILAGATA NKASHNRTRA LQSHSSPEGK 6 
EEPEPLSPEL EYIPRKRGKN PMKAVGLAWA IGFPCGILLF ILTKREVDKD RVKQMKARQN12 
MRLSNTGEYE SQRFRASSQS APSPDVGSGV QT 



(2) INFORMATION ON SEQ ID NO. 143: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 114 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 143: 



EGRSAPQVCT PDPTSGDGAL WEEALNLWLS YSPVLDNRMF CRAFICFTRS LSTSRLVRMK 60 
RRIPQGKPMA QASPTAFMGF LPLFLGMYSS SGDRGSGSSL PSGELWLCEIA RVLL 114 



(2) INFORMATION ON SEQ ID NO- 144: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2 67 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 144: 



EDEVEEESTA LQKTDKKEIL KKSEKDTNSK 
SEKSSAASEE EEEKESEEAI LADDDEPCKK 
IIPDGEWFCP PCQHKLLCEK LEEQLQDLDV 
PDFSEDQEEK KKDSKKSKAN LLERRSTRTR 
GRGKDISTIT GHRGKDISTI LDEKIIT 



VKPKGKVRWT GSRTRGRWKY SSNDESEGSG 60 
CGLPNHPELI LLCDSCDSGY HTACLRPPLM120 
ALKKKERAER RKERLVYVGI S lENI I PPQE180 
KCISYRFDEE DEAIDEAIED DIKEADGGGV24 0 
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(2) INFORMATION ON SEQ ID NO. 145: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 185 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 145: 

SSZYSGSCGO MMrSILIPTY TrCRSFLRSAR 3FFFKATSKS CNCSSNFSQS SLCWQGGQNH 60 

SPSGMIIRGG RRQAWYPLS QESHRRISSG WFGRPHFLHG SSSSARMASS L3 FSSSSSEA12 0 

ADDFSLPDPS LSSLLEYFHL PRVREPVHRT LPLGFTLEFV 3F3DFFKI3F LS VFCKAVDS 1 8 0 
SSTSS 135 

(2) INFORMATION ON SEQ ID NO. 148: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 134 amino acids 

(B) TYPE: Protein 
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(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 148: 

KRQPTSAMKD PSRSSTSPSI INSDVIINGH SKEDDNPFAE YMWMENEEEF NRQIEEELWE 60 
EEFIERCFQE MLEEEEEHEK FIPARDLPQT MDQIQDQFND LVISDGSSLE DLVVKSNLNP120 
NAKEFVPGVK YGNI 134 



(2) INFORMATION ON SEQ ID NO. 149: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 13 5 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 149: 

HSDKRAFTIK SSNTAFTVWK LCYIHQKRAP STQIFPYFTP GTNSFAFGFR LLLTTRSSRE 60 
EPSLITRSLN WSWIWSIVCG RSRAGINHSC SSSSSSISWK QRSINSSSHN SSSICLLNSS120 
SFSIHMYSAN GLSSS 135 



(2) INFORMATION ON SEQ ID NO. 150: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 58 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 150: 

LVSGANQCGS CNSKSFLTKA WYYRVGFRFF RGGLFDFDFF FFYVIFGKTH SELYLVST 58 

(2) INFORMATION ON SEQ ID NO. 151: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 61 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 151: 

TFVLKSLLVG ACYWEQVFVQ KLQSESLCIT ETLFITSLLS LPQKTVGLNK IICILIYLKC60 

(2) INFORMATION ON SEQ ID NO. 152: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 60 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 152: 

SACKFLRDLP LLTVDQLMYT CIIKALNKSL WLITAKMGTR HLLCVLVTAV ALRAVRPCLI60 

(2) INFORMATION ON SEQ ID NO. 153: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 56 amino acids 
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(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 153: 



(2) INFORMATION ON SEQ ID NO. 155: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 150 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 155: 



IPVHRLHGRA DPLGWSIVSD LITSGLGAGV LRGLPARRLH SLGRRVLGRP GVWLERLGHG 60 
RRDALGAWSA AQRPRTPGRP ACVCAPRRGP ESPSADPVPP PGRAGDPSPP DASASGPRGG120 
AATKAGPAHD PGQLRPELRV LPPPPRGDRE 150 



(2) INFORMATION ON SEQ ID NO. 156: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 81 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 
(vi) ORIGIN 



QRSHKRKKNQ NQINHHEKNE TPHGNTKLWL GSSYYYSSHI 



56 



KRDIILNV 
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(A) ORGANISM: HUMAN 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 156: 

LPVkAGGROQ DAQLRPELSG VVSRPRLGGG APSRSRGRRI GWARVSSPAG RRDRVCGGGLcO 
GA5AGRAHAG GAARGAGPLR G 8^ 

(2) INFORMATION ON SEQ ID NO. 157: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 214 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 157: 

PGSQSVTPPM AEPLQPDPGA AEDAAAQAVE TPGWKAPEDA GPQPGSYEIR HYGPAKWVST 60 
SVESMDWDSA IQTGFTKLNS YIQGKNEKEM KIKMTAPVTS YVEPGSGPFS ESTITISLYI 120 
PSEQQFDPPR PLESDVFIED RAEMTVFVRS FDGFSSAQKN QEQLLTLASI LREDGKVFDE180 
KVYYTAGYNS PVKLLNRNNE VWLIQKNEPT KENE 214 



(2) INFORMATION ON SEQ ID NO. 158: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 62 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 158: 

PNFYRGFIFN LTMCGGLSCL NLFRAVCSVH QMGRSGMGHL RPFRSGLNRM LEPRLDSDTL60 
RF 62 

(2) INFORMATION ON SEQ ID NO. 159: 
(i) SEQUENCE CHARACTERISTIC: 
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(A) LENGTH: 104 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 159: 

IHLPKKLISF YLRGEVQFSF GSSESKHLIC WVWKTPFLAF YVL3HNNSIK QEGKQKTKKK 60 
KGKKKNLHGL VSLTKHVGAV CLGGAGYRTC QCLGFSINLA RDIK 104 



(2) INFORMATION ON SEQ ID NO. 160: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 80 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 160: 

SLLISRKIKQ NTSPARLTCV YIYIKQRATP TSQQLGEISA VHAVVCQFGE ITPWKNWKNL60 
LAGKNSFICI KSVLQKNPCG 80 



(2) INFORMATION ON SEQ ID NO. 163: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 75 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 163: 



PSIDLEAEES QRLLKVVMWF SFKKLLFLES RIYGYNVCSL FVHKIKPFKK LKKKKKRGEK60 
KREKGKGKRK RRGEE 7c 



(2) INFORMATION ON SEQ ID NO. 164: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 68 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 164: 

KYLTLPYKLL VPFCIPPSIT LTKGIFYCKE YFILYITSHE FLPLVTIQML PSAIIQIAQP60 
FYVHNSLL 



(2) INFORMATION ON SEQ ID NO. 165: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 66 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 165: 

LFFLFRYHTV PLPPKGRVLI HWMTLCQTQM KLMAIPLVFQ IMFGILNGLY HYAVFEETLE60 
KTIHEE 



(2) INFORMATION ON SEQ ID NO. 166: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 159 amino acids 
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(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 166: 

TRLKGDRGGV HFLKALRRGG LRASLLYLLE KYRLVFLLSI CVRGMVSSVK SFLVGEQLLS 60 
ISEPRFKMSV CKCSFLSTTS TFVPISSDSK KVSSYFSLCS ESLAEQNLFM MPEVFCSEQK120 
FDPELNDLSF FFTRLFSSLV TLRVSPHAPA SEMQTVLSS 159 



INFORMATION ON SEQ ID NO. 167: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 43 9 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 167: 



KSLLFTSSKF PLISFSSPQG LKFRSKSSLA NYLHKNGETS LKPEDFDFTV LSKRGIKSRY 60 
KDCSMAALTS HLQNQSNNSN WNLRTRSKCK KDVFMPPSSS SELQESRGLS NFTSTHLLLK120 
EDEGVDDVNF RKVRKPKGKV TILKGIPIKK TKKGCRKSCS GFVQSDSKRE SVCNKADAES180 



SPVAQKSQLD RTVCISDAGA CGETL3VTSE ENSLVKKKER SLSSGSNFCS EQKTSGI INK24 0 

rCSAK::SEHN EKYEDTFLES EEIGTKVEW ERKEHLHTDI LKRGSEMDNN CS?TRKDrTE3aC 

DTIPRTQIER RKTSLYFSSK YNKEALSPPR RKAFKKWTPP RSPFNLVQET LFHDPWKLLI 3 60 

A.IFLNRTSG KMAIPVLWKF LEKYPSAEVA RTADWRDVSE LLKPLGLYDL RAKTI VKFSD4 2 0 

EYI.TKQWKY? lEZ^HGIGAP a^q 



INFORMATION ON SEQ ID NO. 168: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 90 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: QRF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 168: 

DCGKVQTQMQ rALTNFLGLI SLCKT?VLSF LPQDRVQSFL KHALRCPHLR HCFVDTLKGVoO 
HK.AKKSDQML RASNLYLTTW TWHWQKSLQH 90 



INFORMATION ON SEQ ID NO. 169: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 92 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 169: 

SDFCQCHVQV VRYKLLALSI WSDFFALWTP LRVSTKQCLR CGHLRACFRK LCTLSCGRKE60 
RTGVLHKEIS PRKLVNANCI CVCTLPQSYI VF 52 



INFORMATION ON SEQ ID NO. 170: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 91 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 




(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 170: 

AD3HQMYIPW PPACVLLARP WLASLTREKD LQKIRLWDHF VCALGMTFr? TPGKFLGLSE60 
TLWI.ANHMVS LKVERLSNP? IPKZFQ3VDV I 51 



(2) INFORMATION ON SEQ ID NO. 171: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 95 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 171: 

NGGLNAHLAS ASEFDHSGVQ LIEREEEICI FYEKINIQEK MKLNGEIEIH LLEEKIQFLK60 
MKIAEKQRQI CVTQKLLPAK RSLDADLAVL QIQFS 95 



(2) INFORMATION ON SEQ ID NO. 172: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 90 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 172: 



KTEFGAQLGR HPGT3WLAVI SGSHKFVFAS QQSSFSGIG3 FLPVDVFQFL HLVSSSLGYL60 
ffhkkcifl:. PALSAERHYG QIQRQRLSGH 90 



(2) INFORMATION ON SEQ ID NO. 17 3: 



• as. ^ 



(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 102 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 173: 

AVRSRGALSL SVGAACGLVA LWQRRRQDSG TMSGFSTEER AAPFSLEYRV FLKNEKGQYI 60 
SPFHDIPIYA DKVRHPCFWT QSLYSDQLVL HMNFLICLST SA 102 



(2) INFORMATION ON SEQ ID NO. 174: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 73 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 174: 

VKRLCPKTRM PYLICINWNI MKWRYILSFL IFEEDSVLQG EGRGALLGAE AAHSAGVLPP60 
PLPQSHQPAR GAD 



(2) INFORMATION ON SEQ ID NO. 175: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 130 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 
(vi) ORIGIN 
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(A) ORGANISM: HUMAN 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 175: 

RRQRtC^XPGA CALGRVGS£C IPEPGARRTA QAJ\GLRSVSG AANTKVRELK HFRFLGLLRS €0 
CRSEMEVDAP GVDGRDGLRE RRGESEGGRQ NFDVRPQSGA NGLPKHSYWL DLWLFILEDVl 2C 



(2) INFORMATION ON SEQ ID NO. 176: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 62 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 176: 



ILKMATNFLN KEDRTLNRRI SHLQGTLPFI LHFVTNLQNS INWVGFHPFL AKFLKLNPLV60 
RV 62 

(2) INFORMATION ON SEQ ID NO. 177: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 174 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 177: 

AVYCILHQQK VLRLYKRALR HLESWCVQRD KYRYFACLMR ARFEEHKNEK DMAKATQLLK 60 
EAEEET^YRQ HPQPYIFPDS PGGTSYERYD CYKVPEWCLD DWHPSEKAMY PDYFAKREQWl 20 
KKLRRESWER EVKQLQEET? PGGPLTEALP PARKEGDLPP LWWYIVTRPR ERPM 17 4 



(2) INFORMATION ON SEQ ID NO. 178: 



v'TLFVYFL? 
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(i) SEQUENCE CHARACTERISTIC: 



(A) LENGTH: 131 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 178: 



PLVPSFPSAV SSTVLSWQSN QDTLPSQKDA SKLSTILGPC SNRISHRRCP QESQGRCMAV 60 
DADGTRILPR PPSAAGWPSP YPFHSYVLQT GLSSNKQSIG ICLSGRTTTR GGVAPAYKAAl 20 
TPFADVVCNI R 131 



(2) INFORMATION ON SEQ ID NO. 179: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 80 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 179: 

LMMTIYALSN EFAFKINEEQ LSFFPLLSVQ LWHAQRFLLD SSWSGVIPFF FSCSCLPFLY60 
PPKWRQIHDL KDTQYLLNSS 

(2) INFORMATION ON SEQ ID NO- 180: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 140 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 
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(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 18 0: 

KVIRKIKGPI EASGQM;^.GAG PTMLLREENG CCSRRQSSSS AGDSDGERED SA.2iERARQCL 60 
£AL1NKTl-:R: RMTDGRTLVG CELCTDRDCN VILGSAQEEL KPSDSFSAGE ?RVLGL.Ai^V?120 
GHHIVSIEVQ RESLTGPPYL 140 

(2) INFORMATION ON SEQ ID NO. 181: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 114 amino acids 

(B) TYPE: Protein 

( C ) STRAND : individua 1 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORE 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 181: 

SLKGKRKRGQ RYGGPVRLSL CTSMETMWCP GTMARPSTRG SPAEKESDGL RNSCAEPRMT 60 
LQSRSVQRKQ PTSVRPSVMR MRIVLLSSAS SCCRARSAAE SSRSPSESPA LELL 114 



(2) INFORMATION ON SEQ ID NO. 182: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 95 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORE 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 182: 



RL3RL7EPKE DPMAGISTAE HHLDPT.^^LP TQLSRSRHSP QVISTDGGET RGCGRQ£Rr:A.50 
ERRVCKNAK^v' TT?iyGGKCQ RHWFCCHRQS EHLEL '^^ 

(2) INFORMATION ON SEQ ID NO. 183: 




(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 131 amino acids 

(B) TYPE: Protein 

( C ) STRAND : indi vidua 1 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 183: 

RRVQHPPFFS QLIRDAAKRT TRITRLQAFS KYLVVYVYLN GSMLPVPSPC PLCQPPVALV 60 
LVSFPSSAKR PWNLNGGCFA LGGSCWWDQS FDKPPAPWWH LSWKDVTTPG AQTACGSRTS120 
AFGIFLPQWG R 131 



(2) INFORMATION ON SEQ ID NO. 184: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 128 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 184: 

TAPCCRCPAP VPSVNPLSLW CWFRSRLQQN DLGTSMGAAL LWEVLVGGTR ALTNLLLLGG 60 
TSPGRTSQLQ VLRLPVAAEP VPLAFSSHNG EGDFGILTNS SLGLSLLPST ASRFSSICAY120 
YLRTVSAP 128 



(2) INFORMATION ON SEQ ID NO. 185: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 75 amino acids 

(B) TYPE: Protein 

( C ) STRAND : indi vidua 1 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 



(iii) HYPOTHETICAL: yes 
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(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 185: 

DSRVYCFSGN YRKLVLPRKT GAIRNGSNIS KLRKQDVLSF AHLGFLLFPF SLFSLRSLFQ60 
FPSDLPLVPL ESQRL 7 5 

(2) INFORMATION ON SEQ ID NO. 186: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 62 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 186: 

LGDSESMPLL ALKCPVRLLG TLEPSEILII LGSSPYFQMF SAQHWVLSST TENPEEKGRC60 
FP 

(2) INFORMATION ON SEQ ID NO, 187: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 89 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 187: 

PHPSRRLTQG RWVRKSRVAM EKIPVSAFLR LVALSYNLAR DSTVKPGAKK DRKESRAKLR60 
QTLSRSWGEQ LIWTQTYEEA LYKSRLATN 8 9 



(2) INFORMATION ON SEQ ID NO. 188: 
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(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 72 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 188: 

GNPELPWRKF QCQHSCALWR SPTIWPGIAQ SNLEPKRTGR SLEPNCARPS PEVGVNNSSG60 
LRRMKKLYIN RD 7 2 



(2) INFORMATION ON SEQ ID NO. 189: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 125 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 189: 

SLGHRPRNGG HSRGCDLGGL HAHSPDPRLQ GAGLOQAKNA AYSVSLPPGC VGHLWPHLRL 60 
HHRTGREHRA HTLLPLWDPL FHLLLLPAGS CCQSDQARPG EEAPFPVGDS GSGRGL0PSP120 

GCYRY 125 
(2) INFORMATION ON SEQ ID NO. 190: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2 00 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 
(vi) ORIGIN 




(A) ORGANISM: HUMAN 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 190: 

RGRCSCFRSP PALRSSPAAL LRAGSSTKFT ANALALGSRM ATTVPDGCRN GLKSKYYRLC 60 

DKAEAWGIVL ETVATAGVVT SVAFMLTLPI LVCKVQDSNR RKMLPTQFLF LLGVLGIFGL120 

TFAFIIGLDG STGPTRFFLF GILFSICFSC LLAHAVSLTK LVRGRKPLSR LVILGLAVGF180 

SLVQDVIAIE YIVLTMNRTK 200 



(2) INFORMATION ON SEQ ID NO. 191: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 111 amino acids 

(B) TYPE: Protein 

( C) STRAND : individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORE 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 191: 



AEAHGQTQNH QPGKGLPPPD ELGQTDSMSQ QAGEADGKED PKEEEACGPC APVQSDDEGE 60 
GEAKDAQHTQ EEEKLSRQHF SPVGVLHLAD EDRESEHEGH RGHNPGCGHR F 111 



(2) INFORMATION ON SEQ ID NO. 192: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 92 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 192: 



FIYWETDYNH SGTIDAKEMR TALRKAGFTL NSQVQQTIAL RYACSKLGIN FDSFVACMIR60 
LETLFKLFSL LDEDKDGMVQ LSLAEWLCCV LV 92 



(2) INFORMATION ON SEQ ID NO. 193: 




(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 81 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 193: 



ESLIAFLFLH DQCAQDSIVL TMIKDVVRIQ WTRNECKGGL EQRRGCPEGK ESYQILLNLQ60 
PERLEFHRPQ SAPFHCSRHI K 91 



(2) INFORMATION ON SEQ ID NO. 194: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 82 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 194: 

KTTIHGPCQN HL???HCrLK RPGTLSKGDP IDSSQEGFRA SIRAWPVLA? LLSEQQGFQG6C 
5GWHESLSL? SCSFMTNVPR TQ 



(2) INFORMATION ON SEQ ID NO. 195: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2 5 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 
(vi) ORIGIN 
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(A) ORGANISM: HUMAN 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 195: 

RPPPSSRSSL AGOTNTQHSH SARES 25 

(2) INFORMATION ON SEQ ID NO. 196: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 71 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 196: 

TMPSLSSSRR LNSLKRVSRR IIQATKLSKL MPSLLHAYRR AMVCCTWLLR VKPAFLRAVL60 
ISWASMVPEW L 71 

(2) INFORMATION ON SEQ ID NO. 197: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 86 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual • 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 197: 

IRRNT3RI3V HTWRRTPPYD SPACFSCSIV SLEGSGFFSC VSVrrSFDLS NF3ISAISGL60 
SDMVAZZKQS EAHEYERQFL ASRRSG 8 6 




(2) INFORMATION ON SEQ ID NO. 198: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 101 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 198: 

HPrSTFPTLP PQAGKFDATL LASQCILGGA RLLTIRLLAS PVQSFLWKAV DFSLASLSSS 60 
VSTYRISRSQ PYRVCQTWLR RKSKARRTST SDSSSRLAAV A 101 



(2) INFORMATION ON SEQ ID NO. 199: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 100 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 199: 

TPFPPSQLY? LKQVNSTQHF SHLSAYLAAH ASLRFACLLL LFNRFFGRQW IFLLRLCLLQ 60 
FRLIEFLDLS HIGFVRHGCG GKAKRGARVR ATVPRVSPQW 100 



(2) INFORMATION ON SEQ ID NO. 2 00: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 153 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 
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(vi) 



ORIGIN 

(A) ORGANISM: HUMAN 

SEQUENCE DESCRIPTION: SEQ ID NO: 200: 



(Xi) 




(2) INFORMATION ON SEQ ID NO. 201: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 249 amino acids 

(B) TYPE: Protein 

( C ) STRAND : indi vidua 1 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORE 

( i i i ) HYPOTHETICAL : yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 201: 

LMPPPYPYPL PIMQGPRRGS SGRKPHSQSF YPHPRFSFLL HKRQAWHNCV SEPLWTRDNC 60 

PSVC^4ATQPR ICLLETQGWS ICVYGLAQHP HIFFSFLFQM SPKETQVLGP MVLLKPEHHS120 

WGQHLPHAHT THHQPPSSFL KDPPEPPSPS HSAPETSQDN CERDGRVPQV RGGVSMKEGP18 0 

EALVGGPPLS PSVVPALSAF RLRLPGRDTT PAPLEDMLSS HSVHWYLNTP ICPVKVFLQQ240 

KKKRKKKKK 24 9 



(2) INFORMATION ON SEQ ID NO. 202: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 156 amino acids 

(B) TYPE: Protein 

( C ) STRAND : ind i vidua 1 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 202: 




AGLSA^FP?? LLCRAQAPLA LGPNFSYRHG 
cSG^VGGRGR SGSK.ARTPOL rKLQQQLQRF 
ZGQ^GZGQtZ GGSPLKGPGQ GSLNLPLCLR 
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VRPGSSPGAH LPEARCGGGP RGRSQAQSPQ 60 
GHGCEVPRCW LQAAREHPGQ GQEAQS££=:Gl2u 
VPTTWS 



(2) INFORMATION ON SEQ ID NO. 203: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 113 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 203: 

Op-rsL'^AMEF DLGAALEPTS QKPGVGAGHG GDPKLSPHKV QGRSEAGAGP GPKQGHHSSS 60 
DSSSSSSDSD TDVKSHAAGS KQHESIPGKA KKPKVKKKEK GKKEKGKKKE APH 113 

(2) INFORMATION ON SEQ ID NO. 204: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 162 amino acids 

(B) TYPE: Protein 

( C ) STRAND : individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 204: 



GGPPPPKHLS SRWLVLVGRE EGLMSPVQGP 
LVLLGASSVG LHIRVRIAGA AAGVGRAVVS 
TGLLGGGLQG CSQVELHGGK RSWVLRPRAP 



SVGSLLLLAL LLLALLLLLH FGLLGLARDA 60 
LLWTRTCPCL RPALNFVGTE LGISPVARPHl 20 
GPCRGAEQGE ER 162 



(2) INFORMATION ON SEQ ID NO. 205: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 145 amino acids 

(B) TYPE: Protein 




(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 205: 

V£?WTTCRAA GAVMADYWKS QPKKFCDYCK CWIADNRPSV EFHERGKNHK ENVAKRISEI 60 
KQKSLOKAKE EEKASKEFAA MEAAAl-KAYQ EDLKRLGLES EILEPSITPV TSTIPPTSTS120 
NQQKEKKEKK KKRSFKGQMG RRHNL 14 5 



(2) INFORMATION ON SEQ ID NO. 206: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 262 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 206: 

PALSHLPRHQ INRKKRKRRR KKDPSKGRWV EGITSEGYHY YYDLISGASQ WEKPEGFQGD 60 

LKKTAVKTVW VEGLSEDGFT YYYNTETGES RWEKPDDFIP HTSDLPSSKV NENSLGTLDE120 

SKSSDSHSDS DGEQEAEEGG VSTETEKPKI KFKEKNKNSD GGSDPETQKE KSIQKQNSLG180 

SNEEKSKTLK KSNPYGEWQE IKQEVESHEE VDLELPSTEN EYVSTSEADG GGEPKWFKE2 4 0 

KTVTSuGVt-lA DGVAPVFKKR RT 



(2) INFORMATION ON SEQ ID NO. 2 07: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 73 amino acids 

(B) TYPE: Protein 

( C ) STRAND : indi vidua 1 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 
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(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2 07: 



GKGRRKGIKG VCCNGGSCPE SIPRGFEKTW LRVRNTGAKH NTSNQHYPTY LDIKSTERKE60 
REEEKKILQR ADG 7 3 

(2) INFORMATION ON SEQ ID NO. 208: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 68 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 208: 

IWNFQALKMS MYQLQKLMVA ENPKWYLKKK QSLLLELWQM EWPQSSKREE LENGKILGKF60 
KGNEVMIQ 68 



(2) INFORMATION ON SEQ ID NO. 210: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 194 amino acids 

( B ) TYPE : Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 210: 

SVHCrREDKM KFTIVFAGLL GVELAFALAN YNINVNDDNN NAGSGQQSVS VNNEHNVANV 60 

DNNNGWDSWN SIWDYGNGFA ATRLFQKKTC IVHKMNKEVM PSIQSLDALV KEKKLQGKGP120 

GGPPPKGLMY SVNPNKVDDL SKFGKNIANM CRGIPTYMAE EMQEASLFFY SGTCYTTSVL130 

WIVDISFCGD TVEN 194 
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(2) INFORMATION ON SEQ ID NO. 211: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 82 amino acids 

(B) TYPE: Protein 

( C ) STRAND : individua 1 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 211: 

VHOALGRWSS WSLTLKLLFL DQCIKGLNGG HDFLVHFVHN ACLLLKESGC SKAISIIPDG60 
IPGVPSWIV NIGHIVFIVD TH 



(2) INFORMATION ON SEQ ID NO. 212: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 119 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 212: 



.-.TNHLWLR VWLEPTAQVP DVLFPEFMER EEKAVSLLLW nWKEPQLPP LPGREAFGFL^ 60 
[lIIaLVAGE VLODHRLALO LVLAGLRAHA GRLRFRKALT KASARCAF.o W.S.SrASF .19 



(2) INFORMATION ON SEQ ID NO. 213: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 136 amino acids 

(B) TYPE: Protein 

( C ) STRAND : individua 1 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 
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(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 213: 



IICGCVSGLS PLHRSLMYCF QSSWRGRKRL YLCCSGLMSK SRSSLLCLAE KPLAPrFFSL 6C 
RLWRVKYSRT TALRCSWSSR ACGL^3RGVCA SGRPSRRPRP AVLLKAGHRS HS PLSE^mhg ^ 2 0 
R3HSSFSDRF RRSLMT * T - 



(2) INFORMATION ON SEQ ID NO. 214: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 101 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 
{ D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 214: 

TLETVHQGPV QWAQARHAAT DDSGQALKGR SSRGYYFSDK IQMPLLCGYY RNPSTGNKAH 60 
FQNYHQRRPP ESYPQAKLRV HCGNRWLYFL HLREQIPASV K 101 



(2) INFORMATION ON SEQ ID NO. 215: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 204 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 215: 




LRCPAFHSTA GRGLR£GL?£ AQTPE^.SPQA 
SARORRILRL FDIKPEQQRY SLFLFLHELW 
GAIISVTKSK CPSYVGITGI LLQETKHIFK 
GSKTQLRSSE RSAKKFKAKG TIDL 
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REDQLQRKAV VLEYFTRHKR KEKKKKAKGr 60 
KQYIRDLCSG LKPDTQPQMI QAKLLK.ADLK 1 2 0 
IITKEDRLKV IPKLNCVFTV ETDGFI S V I Y 1 S 0 

204 



(2) INFORMATION ON SEQ ID NO. 216: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 645 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 216: 



PTRPV.AAGSE 
PLLSVKELRD 
FISAISRSKL 
RPDITDTEME 
NSLFTGDTLG 
SGVENSPAGA 
LKSIMGLEGE 
LDVYFEYEEK 
KALTDAGCNL 
LVLKQQNLPV 
GGNYIEYQNL 



QQQQSAFIQE 
MGITLHLLLH 
EDIANAALAA 
TVMDTIVDSL 
AGQFSFQRPL 
RPKRKNKKSY 
DEGAISMLSD 
IMSKTTLDKS 
NPLQYIKQWK 
TRILDNLMEM 
VDYIKGKQGK 



RQPVALMRLL 
SDRDPIPDVP 
SAVTQVAKVF 
FCFFVTLGAV 
LVLVDRNIDL 
DLTPVDKFWQ 
NTAKLTSAVS 
LLDIISDPDA 
AFTKMASAPA 
KSNPETDDYR 
HILYGCSELF 



SFNVPHIKNS 
AVYFVMPTEE 
DQYLNFITLE 
PIIRCSRGTA 
ATPLHH7WTY 
KHKGSPFPEV 
SLPELLEKKR 
GTPEDKMRLF 
SYGSTTTKPM 
YFDPKMLRGN 
NATQFIKQLS 



TGEPIWKVLI 
NIDRMCQDLR 
DDMFVLCNQN 
AEMVAVKLDK 
QALVHDVLDF 
AESVQQELES 
LIDLHTNVAT 
LIYYISTQQA 
GLLSRVMNTG 
DSSVPRNKNP 
QLGQK 



YDRFGQDIIS 60 
NQLYESYYLN120 
KELVSYRAIN180 
KLRENLRDAR2 4 0 
HLNRVNLEES300 
YRAQEDEVKR360 
AVLEHIKARK4 20 
PSEADLEQYK4 80 
SQFVMEGVKN54 0 
FQEAIVFVVG600 
645 



(2) INFORMATION ON SEQ ID NO. 217: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 101 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 217: 



GAGPSQLRLH YPRISMAVRQ WVIALALAAL LVVDREVPVA AGKLPFSRM? ICEHMVESPT 60 
CSQMSNLVCG TDGLTYTNEC QLCLARIKTK QDIQIMKDGK C iOl 




(2) INFORMATION ON SEQ ID NO. 218: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 12 3 amino acids 

(B) TYPE: Protein 

( C) STRAND : individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 218: 



CLGWirYFMS YPLHAHHCSP ADTSWLEVLL 
SPSVPQTRLD IWEQVGDSTM CSQMGILEKG 
ILG 



WDQHLPSFMI WMSCLVFIRA KQSWHSFVYV 60 
SFPAATGTSL STTRRAAKAR AITHWRTAML120 

123 



(2) INFORMATION ON SEQ ID NO. 219: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 64 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 219: 

IK-^KFNLNAF FFFFLLRSEI GTVILSTERQ TIKWAMKGGG KVLSIVRGIQ PEIKPIYKHV60 
CSSK 64 



(2) INFORMATION ON SEQ ID NO. 220: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 67 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 
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(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 22 0: 

SFAIPTPWHC TISPIIGQSL GFLGFIMVAT TIRLIDGSNL KKKVMVMDKI SRSREVCYHK60 
ITVASTS 

(2) INFORMATION ON SEQ ID NO. 221: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 117 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 221: 



TIISSITDSQ LQEVAEQLEI FAALHEVLHI INDRKNLKGG LQEVAEQLEL ERIGPQHQAG 60 
SDSLLTGMAF FKMREMFFED HIDDAKYCGH LYGLGSGSSY VQNGTGNAYE EEANKQS 117 



(2) INFORMATION ON SEQ ID NO. 222: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 196 amino acids 

(B) TYPE: Protein 

( C ) STRAND : individua 1 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 222: 

PTCPIQKFIM MKLWVPSRSL PNSPNHYRSF LSHTLHIRYN NSLFISNTHL SRRKLRVTNP 60 

lYTRKRSLNI FYLLIPSCRT RLILWIIYIY RNLKHWSTST VRSHSHSIYR LRPSMRTN I I i 2 0 

IRCHSYYKPP ISHPIYWNNP SRMNLRGLLS RQSHLDPILR FPLHLTIYYR GPSNRS PPLP 1 8 0 

PRNRIKQPNR IKLRCR --^ 
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(2) INFORMATION ON SEQ ID NO. 22 3: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 174 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 22 3: 



LPSAIEGPTP VSALLHSSTI WAGIFLLVR FHPLTTNNNF ILTTILCLGA LTTLFTAICA 60 
LTQNDIKKII AFSTSSQLGL IIVTLGINQP HLAFLHICTH AFFKAILFIC SGSI IHSLADl 20 
EQDIRKIGNI TKIIPFTSSC LVIGSLALTG IPFLTGFYSK DLIIEAINTC NTNA 174 



(2) INFORMATION ON SEQ ID NO. 224: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 123 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 224: 

FLKTTALIIS VLGFLIALEL NNLTIKLSIN KANPYSSFST LLGFFPSIIH RITPIKSLNL 60 
SIKTSLTLLD LIWLEKTIPK STSTLHTNIT TLTTNQKGLI KLYFISFLIN IILIIILYSI 120 
NLE 123 

(2) INFORMATION ON SEQ ID NO. 225: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 129 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 
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(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 225: 

NMLLAEVRIS MVIRNSVRYL MNRLMFGSEC lYHEENCIID HVTKRATDVN RIEKKSVLKL 60 
ILSSIEFMVT QCQVVIIYSI LLWKNINRGK RLIMKENLID VVVYSGKLMC LIRFDIEIRI120 
GDSRRMKIK 129 



(2) INFORMATION ON SEQ ID NO, 226: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 83 amino acids 

( B) TYPE : Protein 

( C ) STRAND : indi vidua 1 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 226: 

FFFFFFFAIQ MNVYFLNPHR VRAELRDAWH SISHPGSLPR SFFFAGSILD LYHFLQRQYP60 
EWQSQVYFKV GVFSGSRGDW IPS 8 3 



(2) INFORMATION ON SEQ ID NO. 227: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 122 amino acids 

(B) TYPE: Protein 

( C ) STRAND : indi vidua 1 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 



(vi) ORIGIN 

(A) ORGANISM: HUMAN 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 227: 
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SMMLFKVLVI TVFCGLTVAF PLSELVSINK ELQNSIIDLL NSVFDQLGSY RGTKAPLEDY 60 
TDDDLSTDSE OIMDFTPAAN KQNSEFSTDV ETVSSGFLEE FTENTDITVK I FLAGNPVSP120 



(2) INFORMATION ON SEQ ID NO, 2 28: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 62 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 228: 



TSTTVFFFPF HLSLPVGCTV CSKALCINIL EIYRSVLYFL YCWILIIKTF TRVLNKSSLT60 



(2) INFORMATION ON SEQ ID NO. 229: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 99 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual . 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 229: 

ARPCMNSTK.A LPHGREHTRL KMLSYLKNKM CKSSGWHKTK VNASWGTFLR GLAECVNIID60 
FCLCYMTSVT SLKICTIQFQ LWITSVDLCE GFYLCRMGV 99 



(2) INFORMATION ON SEQ ID NO. 230: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 63 amino acids 

(B) TYPE: Protein 
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(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 23 0: 



(2) INFORMATION ON SEQ ID NO. 231: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 64 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 231: 

IN'KYRSRDDP YYSirVHQYC SQNVQKKSFQ ITQEDDNGWT FVIHLKDCGR ANSTHCIVCA60 
YGGL 64 



(2) INFORMATION ON SEQ ID NO. 2 32: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 88 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 232: 



PLFCAILKTC TFYFSDSLTF LIECVLYHAV MLWYYSYRVL PILKTCHFPK RSFDSALEVL60 
HKLKSL5NIN MKGGTGCNIY SQVTSLYI 88 



GELQKSSHY 
LCL 



PPELFEMIFF VHFGCSIGGR lYYNMDHLYF CIYLFITRPQ PQSSFSPSTS6 
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(2) INFORMATION ON SEQ ID NO. 23 3: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 161 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 23 3: 

ASTIMDLLFG RRKTPEELLR QNQRALNRAM RELDRERQKL ETQEKKIIAD IKKMAKQGQM 60 
DAVRIMAKDL VRTRRYVRKF VLMRANIQAV SLKIQTLKSbJ NSMAQAMKGV TKAMGTMNRQ120 
LKLPQIQKIM MEFERQAEIM DMKEERIELL HLMIPWVLGK F 161 



(2) INFORMATION ON SEQ ID NO, 234: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 120 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 234: 

RRVRTKSFAM MRTASIWPCL AIFLMSAMIF FSWVSSFCRS RSSSRMARFR ALWFCRSSSS 60 
GVFRRPNNRS MMVEAHWQAG AGTDTRFRFR VTLLFLGSPT CPPTKAPRSC RRRRRFRGRV120 



(2) INFORMATION ON SEQ ID NO. 235: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 121 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY : linear 



309 



(ii) MOLECULE TYPE: ORF 

( i i i ) HYPOTHETICAL : yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2 35: 

KLPQNPRDHQ MQQFNPLLLH IHDLCLPLKL HHDLLDLGQL QLSVHGAHGL GDTLHGLCHR 60 
VVGLECLDLE GHSLDVGPHQ YKLAHIAPGA HQVFCHDANS IHLALLGHLL NVCNDFLLLG120 



(2) INFORMATION ON SEQ ID NO. 23 6: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 180 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 236: 



KTKRSVKDAA KKGQKDVCIV LAKEMIRSRK AVSKLYASKA HMNSVLMGMK NQLAVLRVAG 60 
SLQKSTEVMK AMOSLVKIPS IQATMRELSK EMMKAGIIEE MLEDTFE3MD DQEEMEEEAE120 
MEIDRILFEI TAGALGKAPS KVTDALPEPE PPGAMAASED EGEEEEALEA MQSRLATLRS 1 8 0 



(2) INFORMATION ON SEQ ID NO. 237: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 111 amino acids 

(B) TYPE: Protein 

( C ) STRAND : ind i vidua 1 

(D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 237: 



LMPFQSQNLQ ERWLPQRMRG RRKRLWRPCS PGWPHSAARG CLPRWVCTHS SQELPFYVSL 60 
ALHLCCEDYH FGEGSVCLFS FSAQVLGSQR DC3YKSGINK CIIFRKKKKK K 111 
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(2) INFORMATION ON SEQ ID NO. 2 38: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 103 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 238: 

KICERCCQEG PEGCLHSSGQ GDDQVKEGCE QAVCIQSTHE LSAHGDEEPA RGLASGWFPA 60 
EEHRSDEGHA KSCEDSRDSG HHEGWQRND EGWDHRGDVR GHF 103 



(2) INFORMATION ON SEQ ID NO. 23 9: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 351 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETI CAL : yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 239: 

TWCTTTMLAA RLVCLRTLPS RVFHPAFTKA SPVVKNSITK NQWLLTPSRE YATKTRIGIR 60 
RGRTGQELKE AALEPSMEKI FKIDQMGRWF VAGGAAVGLG ALCYYGLGLS NEIGAIEKAVl 20 
IWPQYVKDRI HSTYMYLAGS IGLTALSAIA ISRTPVLMNF MMRGSWVTIG VTFAAMVGAGl 80 
MLVRSIPYDQ SPGPKKLAWL LHSGVMGAVV APLTILGGPL LIRAAWYTAG I VGGLSTVAM2 4 0 
CAPSFKFLNM GAPLGVGLGL VFVSSLGSMF LPPTTVAGAT LYSVAMYGGL VLFSMFLLYD300 
Tv'^KVIKRAEV SPMYGVQKYD PINSMLSIYM DTLNIFMRVA TMLATGGMRK K 351 



(2) INFORMATION ON SEQ ID NO. 240: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 147 amino acids 

(B) TYPE: Protein 
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(C) STRAND: individual 

( D ) TOPOLOGY : linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 240: 



RVAPATVVGG RNIDPNEDTK TRPRPTPRGA PMFRNFSLGA HMATVERPPT MPAVYHAALM 60 
RRGPPNIVRG ATTAPITPEC SNQARCFGPG LWSYGIDRTS IPAPTMAAKV TPIVTQEPLI 120 
MKFMRTGVLL lAMADKAVKP ILPAKYI _ 147 



(2) INFORMATION ON SEQ ID NO. 241: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 196 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 241: 



KARRRGTMAA AADERSPEDG EDEEEEEQLV LVELSGIIDS DFLSKCENKC KVLGIDTERP 60 

ILQVDSCVrA GEYEDTLGTC VIFEENVEHA DTEGNNKTVL KYKCHTMKKL SMTRTLLTEKl 2 0 

KEGEENIGGV EWLQIKDNDF SYRPNMICNF LHENEDEEVV ASAPDKSLEL EEEEIQMNHRiSO 

FKPGFV'EPGE PIAPWE 196 



(2) INFORMATION ON SEQ ID NO. 242: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 156 amino acids 

(B) TYPE: Protein 

( C ) STRAND : indi vidua 1 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 




(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 242: 



PPAPALRHRE TRRPVASLHV GTGALGARSH PPAGSRHLEF WQKQFARRGA DGQEPNKLLR 60 
LGAEARTQDG GSGRAWPVTR RRGAAGPWRR RRTSGVQRTE KTRKRRSSWF WWNyQELLIQ120 
TSSQNVKINA RFWAl^TLRGP FCKWTAVSLL GSMKTL 156 



(2) INFORMATION ON SEQ ID NO. 243: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 132 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 243: 



RRLEVSYRQH HFRVSLAPWS KMADEATRRV VSEIPVLKTN AGPRDRELWV QRLKEEYQSL 60 
IRYVENNKKA DNDWFRLESN KEGTRWFGKC WYIHDLLKYE FDIEFDIPIT YPTTAPEIAVl 20 
PELDGKTAKM YR 



(2) INFORMATION ON SEQ ID NO. 244: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 159 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 244: 



LFAISYSVLP VHLCCLSIQL RNCNFWGSSR ICDRNVKLDV KLIFQEVMDI PAFSKPPSSF 60 
LVGLQSEPIV VSILWLHIP DKGLIFLLQS LHPQLTISGS GVSLQHRDLR KNTSRGFIRH120 
LGPGRKBNAE VVLPVAYLKA PSSLLWEDET LGCCKTSFE 159 
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(2) INFORMATION ON SEQ ID NO. 245: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 103 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 245: 

ATLPDALPPA TKFFLKAFFD SLPSPIQSYL YIFAVFPSSS GTAISGAVVG YVIGMSNSMS 60 
NSYFRRSWIY QHFPNHRVPS LLDSSRNQSL SAFLLFSTYR IRD 103 



(2) INFORMATION ON SEQ ID NO. 24 6: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 285 amino acids 

( B ) TYPE : Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 246: 

AVRRRGALSL SVGAACGLVA LWQRRRQDSG TMSGFSTEER AAPFSLEYRV FLKNEKGQYI 60 

SPFHDIPIYA DKDVFHMVVE VPRWSNAKME lATKDPLNPI KQDVKKGKLR YVANLFPYKGl 2 0 

YIWNYGAIPQ TWEDPGHNDK HTGCCGDNDP IDVCEIGSKV CARGEIIGVK VLGILAMIDE180 

GETDWKVIAI NVDDPDAANY NDINDVKRLK PGYLEATVDW FRRYKVPDGK PENEFAFNAE2 4 0 

FKDKDFAIDI IKSTHDHWKA LVTKKTNGKR IMLIVQLFVG PLKVC 28 5 



(2) INFORMATION ON SEQ ID NO. 247: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 94 amino acids 

(B) TYPE: Protein 

( C) STRAND : individual 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ORF 
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( i i i ) HYPOTHETICAL : yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 247: 

TKGLRIAQAQ LCPGSPRCRS QSISRRACAL CLRPSTQPNT TYLRKPGGRK RAVGHKSPAE60 
TRVPASVQRS QPPRAHRKSC LASLGLCKNN KCLS 94 

(2) INFORMATION ON SEQ ID NO. 248: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 113 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: ORE 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 248: 

DPRPSRIQHI SGNPAGASER LAIRAQLKRE YLLQYNDPNR RGLIENPALL RWAYARTINV 60 
YFNFRPTPKN SLMGALCGFG PLIFIYYIIK TERDRKEKLI QEGKLDRTFH LSY 113 

(2) INFORMATION ON SEQ ID NO. 249: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 98 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 249: 



VFRSGSEIRI DIYCSCIGPT KQGRIFDEPS AVGIWLKQV LSFQLGSYGQ PLACARRVSG60 
DMLYSAGSRV SGRVRRLDGL YFGNDILANQ GTIAPARE 98 



315 



(2) INFORMATION ON SEQ ID NO. 250: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 158 amino acids 

(B) TYPE: Protein 

( C) STRAND : individual 

(D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 250: 

TOVMVOSMFA PTDTSDMEAV WKEAKPEDLM DSKLRCVFEL PAENDKPHDV EINKIISTTA 60 
^^;^,^^,;S.^ SLSSSLDDTE VKKVMEECKR LQGEVQRLRE ENKQFKEEDG LRMRKTVQSN120 
SPISALAPTG KEEGLSTRLL ALVVLEFIVG VIIGKIAL 



(2) INFORMATION ON SEQ ID NO. 251: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 112 amino acids 

(B) TYPE: Protein 

( C ) STRAND : ind i vidua 1 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 251: 

VNKALPFISK ALGQSVNTRL SLMTSTSDAA TVQFLWASDS VHQSQGADGL DRTEDTESSL 60 
GREWATWGLL CGADRTPQHA GLQLPKGQHQ QARKGVILRE VIQHHVPRPT NV 112 



(2) INFORMATION ON SEQ ID NO, 252: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 135 amino acids 

(B) TYPE: Protein 

(C) STRAND : individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 



(iii) HYPOTHETICAL: yes 
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(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 252: 

SKGCSITETV TVDPGSIIPL LGLTQYRRGA VVFTLKHTFL SDGFRNLRFV VTTSVKGPLN 60 
LRSVGGSRTR ICSSSPWPLR RTPSERQRRA GGGLLAGGGG RWREGRGSEF ASLLFLVRLC120 
STTFLCWQIC FQIDF ^35 



(2) INFORMATION ON SEQ ID NO. 253: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 189 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 253: 



SMQSAVSFFF FSLDQKKICL PTISLVVWPT VTIFLCVQRH IGFAFNDLLR LENTIKTNCS 60 

ATGQVVYYQI ITSRCQLHIE SFMKFINKEL FFLCGFNKSS RIVQSLVNVI LIIPLNFICC120 

CYLLKYDLFR LLIPLIQEMP RGIPWGNGAS YSVNFSSFTF ANIMAEFFLS LVR0LLTEFF18 0 

ILTILSHGI 189 



(2) INFORMATION ON SEQ ID NO. 254: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 3 00 amino acids 

(B) TYPE: Protein 

( C ) STRAND : ind i vidua 1 

( D ) TOPOLOGY : 1 i near 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 254: 

KSIWKQICQH KNWEQSLTR KRRDANSLPL PSRHRPPPPA SKPPPALRCL SDGVRLRGHG 60 

EDEQILVLDP PTDLKFKGPF TDVVTTNLKL RNPSDRKVCF KVKTTAPRRY CVRPNSGI ID120 

PGSTVTVSVM LQPFDYDPNE KSKHKFMVQT IFAPPNTSDM EAVWKEAKPD ELMDSKLRCV180 

FEMPNENDKL NDMEPSKAVP LNASKQDGPM PKPHSVSLND TETRKLMEEC KRLQGEMMKL24 0 

SEENRHLRDE GLRLRKVAHS DKPGSTSTAS FRDNVTSPLP SLLVVIAAIF IGFFLGKFIL300 
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(2) INFORMATION ON SEQ ID NO. 2 55: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 247 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 255: 

GSSGSRFrvV VVLEERRGGR GRGMGRGDGF DSRGKREFDR HSGSDRSGLK HEDKRGGSGS 60 

HNWGTVKDEL TESPKYIQKQ ISYNYSDLDQ 3NVTEETPEG EEHHPVADTE NKENEVEEVKl 20 

P^GPK^MTLD EWKAIQNKDR AKVEFNIRKP NEGADGQWKK GFVLHKSKSE EAHAEDSVMDl 8 0 

HHFRKPANDI TSQLEINFGD LGRPGRGGRG GRGGRGRGGR PNRGSRTDKS SASAPDVDDP2 4 0 
EAFPALA 



(2) INFORMATION ON SEQ ID NO. 256: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 69 amino acids 

(B) TYPE: Protein 

( C ) STRAND : indi vidua 1 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 256: 

FVFDSSPVVR SATSTFVLVL QARSITSTMP IKFTFATRIK SISSAHSTST APSTLFQDHH60 
DLESRAARA 



(2) INFORMATION ON SEQ ID NO. 257: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 220 amino acids 

(B) TYPE: Protein 

{ C ) STRAND : indi vidua 1 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 




(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 257: 

PGRGSMYDRM RRGGDGYDGG YGGFDDYGGY NNYGYGNDGF DDRMRDGRGM GGHGYGGAGD 60 

ASSGrHGGHF VKMRGLPFR*^ TENDIANFFS PLNPIRVKID IGADGRATGE ADVEFVTHED120 

AVAAiMSKDKN NMQHRYIELF LNSTPGGGSG MGGSGMGGYG RDGMDNQGGY GSVGRMGMGN180 

NYSGGYGTPD GLGGYGRGGG GSGGYYGQGG MSGGGWRGMY 220 



) INFORMATION ON SEQ ID NO. 258: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1105 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 258: 

.A.ATGAGCCTG GTGTTAGATG AGTTTTACAG CTCACTCAGG GTGGTGGGTG TCTCTGCTGT 60 
TCTGGGTACT GGATTAGATG AACTCTTTGT GCAAGTTACC AGTGCTGCCG AAGAATATGA 120 
.AAGGGAGTAT CGTCCTGAAT ATGAACGTCT GAAAAAATCA CTGGCCAACG CAGAGAGCCA 180 
ACAGCAGAGA GAACAACTGG AACGCCTTCG AAAAGATATG GGTTCTGTAG CCTTGGATGC 24 0 
AGGGACTCCC AAAGACAGCT TATCTCCTGT GCTGCACCCT TCTGATTTGA TCCTGACTCG 300 
ACCAACATTG GAAGCAGACA GCGATACTGA TGACATTGAC CACAGAGTTA CAGAGGAAAG 360 
CCATGAAGAG CCAGCATTCC AGAATTTTAT GCAAGAATCG ATGGCACAAT ACTGGAAGAG 4 20 
AAACAATAAA TAGGAGACTT TAGCACACTT CACTTGTTTC TAGAAGTCCA GAATTTTGGA 4 80 
CCTCCACGTG AAAGAACTGT TCTTACCTCT GAACTGGGGG CTCCCATAAG GGATAATTTT 54 0 
CCTCAGAGTA GCAAAGTTTC TCTTATTAGA GAAATCTTGT GACTCAGATG AAGTCAGGGA 600 
TAGAAGACCC TTGGACCTGG CAGGTTAATG CTGATTATTC CTTGGCCTTT CCCTTGTATT 6 60 
TATGCAAGGA AGGATATACT GAGCTGATAC TCTTCCAAGC CTACAACTTC AAGTTTTATC 7 20 
ATTTGAACTC AAGTACTTTT GCTGCTGAGG AATGGAATCA AAAGAACGTA GTCTCCTGGT 7 80 
AACCACCTCA GATCTCTATT ATTAGGCTAG ATGTATAGCC TCTACTCCCC CAGCTTCTTG 840 
CTCTTGACCC TGCACTGTAA GTTGCCCTTC TATTAGCAGC CAAGGAAAAG GGAAACATGA 900 
GCTTATCCAG AACGGTGGCA GAGTCTCCTT GGCAATCAAC CAACGTTGCT ATGAAATATG 960 
CCTCACACTG TATAGCTCAT TATAGGACGT CAGGTTTGTT GAAAAAAGTG GGC AAGACAT 1 0 2 0 
GATTAATGAA TCAGAATCCT GTTTCATTGG TGACTTGGAT AAAGACTTTT TAATTTTAAA1080 
AAAAAAAAAA AAAAAAAAAA AAAAA 1105 




INFORMATION ON SEQ ID NO. 2 59: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1088 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 259: 



JiTTCCAAACA TGGCGGCTCC ACTAGGGGGT 
CAGGCCCCGC CGGGCCTTCC GGGCCAAGCT 
AGACCTTCCA GCAGTACTTT GGTGGACGAG 
TCTCTGGTGA GTCAGGACTA TGTCAATGGC 
GATCAGTGTA TCCAGAAGTT TCTGGATATT 
AAAAGATTGC AGTTATCTGT CCAGAAACCA 
CTAAGGAATG AATTACAGCG GAAAGATGCA 
CATTGGCAGC AGGTGCTGGA GGACATCAAC 
CAGGGCTCCT TGGCCTACCT GGAGCAGGCA 
ACGTGAGCAA AGGGCAGAGG CAGTTGGCCT 
ACATTCCTTC CTGTGGACTT GACATTTTGG 
T-^AGTTTTAT GCTCCCATTG AAAAATTTTC 
GTACTTTATA ACATGTCTGT AGCTTGGATA 
GCGAJ^GTTTA GACTGTGAAT ATGATGACAC 
TTAAATTTTT GCATGACTTT TCATCTTTTT 
AAAAGAGTAT AGTAGCCTGA GAATCAGGAG 
ATTACCCCGC GGTGGTGTGT AGAAAAGTAT 
TACCTCAAGA AGAGGAATCT AATACAATAT 
AAAAAAAA 



ATGTTTTCTG GGCAGCCACC CGGTCCCCCT 60 
TCGCTTCTTC AGGCAGCTCC AGGCGCTCCT 120 
TTGGAGTCAT CTTTCGAGGC TTGCTTTGCA 18 0 
ACCGATCAGG AAGAAATTCG AACCGGTGTT 24 0 
GCAAGACAGA CAGAATGTTT TTTCTTACAA 300 
GAGCAAGTTA TCAAAGAGGA TGTGTCAGAA 360 
CTAGTCCAGA AGCACTTGAC AAAGCTGAGG 420 
GTGCAGCACA AAAAGCCCGC CGACATCCCT 4 80 
TCTGCCAACA TCCCTGCACC TCTGAAGCCA 54 0 
ATGAGTGGGC TGATGCGTGA GGTTGGCCAC 600 
AAGAACTCTT TGCCAGATAA TGAGTTCATT 660 
CACTATTTTT ATAAGCTGTT AATTTCTTGA 120 
AACCAAGTAA GTATTTTTTT TTTGTCTTTA 780 
AGATTCTTTT TTATGGTGGC TTTGCTTGTT 84 0 
ATGTGTGTTT CCTGTAGTTT GATCCGAAGG 900 
ATGGGAGTTT TAGTCGTAGG CCTTATGATA 9 60 
GTAAATTTGC TCTGTTTTAA GACTTTGAAC1020 
TTGTAATGTT AAAAAAAAAA AAAAAAAJW^IOSO 



INFORMATION ON SEQ ID NO, 260: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 3292 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 
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(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 260: 



ATGCCGAACT TCTGCGCTGC CCCCAACTGC ACGCGGAAGA GCACGCAGTC CGACTTGGCC 60 
TTCTTCAGGT TCCCGCGGGA CCCTGCCAGA TGCCAGAAGT GGGTGGAGAA CTGTAGGAGA 120 
GCAGACTTAG A-AGATAAAAC ACCTGATCAG CTAAATAA-AC ATTATCGATT ATGTGCCAAA ISO 
CATTTTGAGA CCTCTATGAT CTGTAGAACT AGTCCTTATA GGACAGTTCT TCGAGATAAT 24 0 
GC.AATACCAA CAATATTTGA TCTTACCAGT CATTTGAACA ACCCACATAG TAGACACAGA 300 
AAACGPJKrPJk AAGAACTGAG TGAAGATGAA ATCAGGACAC TGAAACAGAA AA.AAATTGAT 3 60 
GAAACTTCTG AGCAGGAACA AAAACATAAuA GAAACCAACA ATAGCAATGC TCAGAJ^iCCCC 4 20 
AGCGA.AGAJ^G AGGGTGAAGG GCAAGATGAG GACATTTTAC CTCTAJ^CCCT TGAAGAGA-AG 4 80 
GAAAACAA-^G AATACCT.AAA ATCTCTATTT GA.AATCTTGA TTCTGATGGG AAAGCAA.AAC 54 0 
ATACCTCTGG ATGGACATGA GGCTGATGAA ATCCCAGAAG GTCTCTTTAC TCCAGATAA.C 600 
TTTCAGGCAC TGCTGGAGTG TCGGAT.AAAT TCTGGTGA.AG AGGTTCTGAG AAAGCGGTTT 6 60 
GAGACAACAG CAGTTAJ^lCAC GTTGTTTTGT TCAAAAACAC AGCAGAGGCA GATGCTAGAG 7 20 
ATCTGTGAGA GCTGTATTCG AGAAGAAACT CTCAGGGAAG TGAGAGACTC ACACTTCTTT 7 80 
TCCATTATCA CTGACGATGT AGTGGACATA GCAGGGGAAG AGCACCTACC TGTGTTGGTG 84 0 
AGGTTTGTTG ATGAATCTCA TAACCT.AAGA GAGGAATTTA TAGGCTTCCT GCCTTATGAA 900 
GCCGATGCAG AAATTTTGGC TGTGAAATTT CACACTATGA TAACTGAGAA GTGGGGATTA 9 60 
AATATGGAGT ATTGTCGTGG CCAGGCTTAC ATTGTCTCTA GTGGATTTTC TTCCAAAATG10 20 
AAAGTTGTTG CTTCTAGACT TTTAGAGAAA TATCCCCAAG CTATCTACAC ACTCTGCTCT10 8 0 
TCCTGTGCCT TAAATATGTG GTTGGCAAAA TCAGTACCTG TTATGGGAGT ATCTGTTGCAl 1 4 0 
TTAGGAACAA TTGAGGAAGT TTGTTCTTTT TTCCATCNGA TCACCACAAC TGCTTTTAGA1200 
ACTTGACAAC GTAATTGCTG TTCTTTTTCA GAACAGTAAA GAAAGGGGTA AAGAACTGAA12 60 
GGAAATCTGC CATTCTCAGT GGACAGGCAG GCATGATGCT TTTGAAATTT TAGTGGAACT1320 
CCTGCAAGCA CTTGTTTTAT GTTTAGATGG TATAAATAGT GACACAAATA TTAGNATGGG1380 
AATAACTATA TAGCTGGCCG AGCATTTNGT ACTCTGCAGT GCAGTGTCAG ATTTTGATTTl 4 4 0 
CATTGTTACT ATTGTTGTTC TTAAAAATGT CCTATCTTTT ACAAGAGCCT TTGGGAAAAAl 500 
CCTNCCANGG GGCAAACCTC GTGATGTCTT CTTTGCGGCC GGTAGCTTGA CTNGCAGTACl 5 60 
TGNNCATTCA CNTCAACGAA GTGAGTGGGA AAATATTNGA AGTTTATCAT GAATTTTGGT1620 
TTGAGGAAGC CACAAATTTG GCAACCAAAC TTGATATTCA AATGAAACTC CCTGGGAAATl 680 
TCCGCAGAGC TCACCNNAGG GTAACTTGGA ATCTCAGCTA ACNCTCTGAG AGTTACTATA17 4 0 
AAGAAACCCN TAAGTGTCCC AACAGTGGAG CACATTATTC AGGAACTTAA AGATATATTCl 8 00 
TCAGAACAGC ACCTCAAAGC TCTTAAATGC TTATCTCTGG TACCCTCAGT CATGGGACAA18 60 
CTCAAATTCA ATACGNTCNG GAGGAACACC ATGCTGACAT GTATAGAAGT GACTTACCCAl 920 
ATCCTGACAC GCTGTCAGCT GAGCTTCATT GTTGGAGAAT CAAATGGAAA CACAGGGGGAl 980 
.AAGATATAGA GCTTCCGTCC ACCATCTATG AAGCCCTCCA CCTGCCTGAC ATCAAGTTTT20 4 0 
TTCCTAATGT GTATGCATTG CTGAAGGTCC TGTGTATTCT TCCTGTGATG AAGGTTGAGA2 1 00 
ATGAGCGGTA TGAAAATGGN ACGAAAGCGT CTTTAAAGCA TATTTGAGGG AACACTTTGA21 60 
CAGACCCAAA GGTCAAGTAA CTTGGCTTTT GCTTTAACAT AAATTTTGGA TATTAAAACA2220 
CGACCTGGAT TTAATGGTGG ACACATATAT TAAACTCTAT ACAAGTAAGT CAGAGCTTCC2280 
TACAGATAAT TCCGAAACTG TGGNAAAATA CCTAAGAGAC TTTTAAAAAT AGGCTTTCTT234 0 
ATATTTGATA TTTGGAAGAA AAAGCCGTAA GGTGTATGTA GACCACTTAA TCACTAAATA24 00 
TCTTTGCCTA TAGGACTCCA TTGAATACAT TAGCCATTGA TAATCTACCT GTTTAAATGG24 60 
CCCCTGTTTG AACTCTCAAG CTTTGAAGAC CTACCTGTTC TTCCAGAAGA GAACGTTGAA2520 
AGTGCCATGT TTCCNTTTTG CGTGATCTCT GTTGATGGCA CTCTGGAATT GTTTCAGTTA2580 
AGTCATTTTA GACATAGCAT TTATTATCAC TGTGGNATCT CTACTTGTTG GGTGTTATGA264 0 
ATTCTTTGNA AGNAAATATA TTTTNGAAGA GGTGTGGGNA GGNAAGGAAT ACNATTTTAT27 00 
NAAAATGTTG TAGTGNAAGN CCCACAATTN GACCTTTNGA CTAATANGGA GTTTTAAGTA27 60 
TNGTTAAAAA TNCTATACTG GNNACAGNTT ACAAGAAATT ACCGGAGAAA AGCTTGTGAG2820 
CTCACCNAAA CAAGGNATTT NCAGTGTAGA TTTTGTCNTT TCTTGAACNT TNAAAGAAAN2880 
CAAATGANCA AAGTTTGAAT NGGAAAAGCC TGCTGTTGTT CCNACATCTC NGTTGCTGTT2 94 0 
NNTACANTTC CNNNTTTGTG GAGNCCTACN ATCTTNCCTA AGCTTTTTNA GCANGGTATA3000 



TNGTTGAACA CTTCTNGTTT CATGGTTGAG ACAGAATCAG AGGCCATGGA TACTGACAAC30 60 

TGATTTGTCT GTTTTTTTTC TCTGTCTTTN TTCCATGACT CTTATATACT GCCTCATCrT31 20 

GATTTATAAG CNAAAANCCT GGANAAACCT ANCAAAATAA GTGTTGTGGT TTATCTAGAA3 1 6 0 

,^^ATATGGAA AA7ATTGCTG TTATTTTTGG TGAAGAAAAT CNAATTTTGT ATAGTTTATT32 4 0 

TCAATCT.AA.a. TAAAATGTGA ATTTTGTTTA AAAAAAAAAA AAAAAAAA^AA AA 32 92 




(2) INFORMATION ON SEQ ID NO. 261: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1196 base pairs 

(B) TYPE: Nucleic acid 

( C ) STRAND : ind i vidua 1 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

p (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 261: 

'''"^ GGTAGAAAAT GCAATAAATT CTGGGACAAT GCCCAGACCT CTGGCATAGA GGAGCCTTCT 60 

GAGACAAAGG GTTCTATGCA AAAAAGCAAA TTCAAATATA AGTTGGTTCC TGAAGAAGAA 120 
^^'l ACCACTGCCT CAGAAAATAC AGAGATAACC TCTGAAAGGC AGAAAGAGGG CATCAAATTA 180 

'--I ACAATCAGGA TATCAAGTCG GAAAAAGAAG CCCGATTCTC CCCCCAAAGT TCTAGAACCA 24 0 

^=4 GAAAACAAGC AAGAGAAGAC AGAAAAGGAA GAGGAGAAAA CAAATGTGGG TCGTACTTTA 300 

ffj AGAAGATCTC CAAGAATATC TAGACCCACT GCAAAAGTGG CTGAGATCAG AGATCAGAAA 360 

GCTGATAAAA AAAGAGGGGA AGGAGAAGAT GAGGTGGAAG AAGAGTCAAC AGCTTTGCAA 4 20 
■•.^ AAAACTGACA AAAAGGAAAT TTTGAAAAAA TCAGAGAAAG ATACAAATTC TAAAGTAAGC 4 80 

y AAGGTPJKAAC CCAAAGGCAA AGTTCGATGG ACTGGTTCTC GGACACGTGG CAGATGGAAA 54 0 

^,3 TATTCCAGCA ATGATGAAAG TGAAGGGTCT GGCAGTGAAA AATCATCTGC AGCTTCAGAA 600 

f\j GAGGAGGAAG AAAAGGAAAG TGAAGAAGCC ATCCTAGCAG ATGATGATGA ACCATGCAAA 660 

AAATGTGGCC TTCCAAACCA TCCTGAGCTA ATTCTTCTGT GTGACTCTTG CGATAGTGGA 7 20 
I'; TACCATACTG CCTGCCTTCG CCCTCCTCTG ATGATCATCC CAGATGGAGA ATGGTTCTGC 7 80 

U CCACCTTGCC AACATAAACT GCTCTGTGAA AAATTAGAGG AAGAGTTGCA GGATTTGGAT 84 0 

p GTTGCCTTAA AGAAGAAAGA GCGTGCCGAA CGAAGAAAAG AACGCTTGGT GTATGTTGGT 900 

ATCAGTATTG AAAACATCAT TCCTCCACAA GAGCCAGACT TTTCTGAAGA TGAAGAAGAA 960 
AAGAAAAAAG ATTCAAAAAA ATCCAAAGCA AACTTGCTTG AAAGGAGGTC AACAAGAACA1020 
AGGAAATGTA TAAGCTACAG ATTTGATGAG TTTGATGAAG CAATTGATGA AGCTATTGAA108 0 
GATGACATCA AAGAAGCCGA TGGAGGAGGA GTTGGCCGAG GAAAAGATAT CTCCACCATC114 0 
ACAGGTCATC GTGGGAAAGA CATCTCTACT ATTTTGGATG AAAAAATAAT AACGGC 1196 



(2) INFORMATION ON SEQ ID NO. 262: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 14 67 base pairs 

(B) TYPE: Nucleic acid 

( C ) STRAND : ind i vidua 1 

( D ) TOPOLOGY : 1 inear 
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(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 



(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 262: 



AAGGACGCTT GCCTTTTTCC GGTCGGGGAA 
TTGCATCACT TCCTCTCAAG CTTGGGCGTT 
TGCGTATCGA AAAGTGTTAT TTCTGTTCGG 
TCGTCCGCAA CGATTGCAAG GTGTTCAGAT 
AAAAGA.^GCG CAATCCTCGC AAAGTTAGGT 
.AAGAGCTTAC AGTGGATAAT TCATTTGAAT 
ACCAGCGAGA GCTATGGAAT AAAACTATTG 
AGAAGCGCCA AGCTAAATTT ATAATGAACA 
TTCAGGATAT CAAAGAAGTC AAGCAAAACA 
AAGGGAAACA GTTGGAAGAG AAAATGGTAC 
ATGCTCCTTA AAAATCTCTG TAACCATTTC 
TACTTGGAAC TGCTAAATTA TTTTATTTTT 
AAAAGACATC TTTCCTGCAT TGCCATCTAC 
CATCTCAGTG TTAAATCTTT ACTGATAGAT 
GTAACTATAG AAGTGAATTG TGGACGTAAA 
GCAGCATTTG TATAGTAACT TJlATGGCAAAA 
ATTCTTTGCA GTAAAATATT CCCTTTGTTA 
CT/iJ^CAATTT GTATGGCAGT GTCAGATATT 
TTGCATCTTA GAAGAGCATA ATGACATTGT 
TGACCTGGTT TAACCCTTCT GATAGGTAGT 
CTTTGCCTGG AGTGACACTA CACTCTAGAA 
TTGTGATTCC TGATAGAACA GACTTTACTT 
GAATCCCAGC GCCTTTTAAA AGTTGTTATG 
GAAAGTAGAA TTTATGGGTA CAACGTATGT 
AAAAAGTAAA AAAAAAAAAA AAAAAAC 



GGGGGAAGAA GGTAACTTCC GGTGACGGGG §0 
TGTTTGGTGG GGTTACACGC GGGTTCAACA 120 
GGCCCATCTA TCCTGGACAC GGCATGATGT 130 
TTTGCAAATC TAAATGTCAT AAAAACTTTA 24 0 
GGACCAAAGC ATTCCGGAAA GCAGCTGGTA 300 
TTGAAAAACG TAGAAATGAA CCTATCAAAT 360 
ATGCGATGAA GAGAGTTGAA GAAATCAAAC 4 20 
GATTGAAGAA AAATAAAGAG CTACAGAAAG 4 80 r 
TCCATCTTAT CCGAGCCCCT CTTGCAGGCA 54 0 
AGCAGTTACA AGAGGATGTG GACATGGAAG 600 
TTTTATGTAC ATTTGAAAAT GCCCTTTGGA 660 
TACATAAGGT CACTTAAATG AAAAGCGATT 720 
ATAATATCAG ATATTACGGA TGTTAGATTG 7 80 
GTACTTAAGT AAATCATGAA AATTCTACTT 84 0 
ATGGTTGTGC TATTTGGATA ATGGCACTAG 900 
ATTCATGGCT AGTGATGTAT AAAATAAAAT 960 
ATGTTATAGA AGGGGGGATA CAAAAAGGAAl 020 
TTTATTTTAG TATTTCCTGT TTTGGTTTATIOSO 
TTGATGAAGC CTAATTATGC TGGACTGTTTl 14 0 
TGTGGATGCT GGGGATGAGA ACTGAATAAT1200 
TTTCCACTTT GGAGAATACT CAGTTCCAAC12 60 
TTCTAGCCCA GCATTGATCT AGAAGCAGAG1320 
TGGTTTTCTT TTAAAAAGCT CCTGTTTTTG1380 
TCATTATTTG TACATAAAAT AAAACCATTTl 4 4 0 

1467 



(2) INFORMATION ON SEQ ID NO. 263: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 739 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 
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(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 263: 

CGGC^COAGC CCCGCTCAGT CACCCGCAGC AGGCGTGCAG TTTCCCGGCT CicrQCGCGG 60 
r-'GGGGT^GG TCAGCGCCGT AATGGCGTTC TTGGCGTCGG GACCCTACCT GACCCATCAG120 
CAAAAGGTG'^ TGCGGCTTTA TAAGCGGGCG CTACGCCACC TCGAGTCGTG GTGCGTCCAG180 
-GAGA^AAAT ACCGATACTT TGCTTGTTTG ATGAGAGCCC GGTTTGAAGA ACATAAGAJ^T 2 4 0 
GAAAAGGATA t-gGCGAAGGC CACCCAGCTG CTGAAGGAGG CCGAGGAAGA ATTCTGGTAC300 
CGTCAGCA'^C CACAGCCATA CATCTTCCCT GACTCTCCTG GGGGCACCTC CTATGAGAGA560 
taCGATTGCT ACAAGGTCCC AGAATGGTGC TTAGATGACT GGCATCCTTC TGAGAAGGCA4 2C 
ATCTATCCTG ATTACTTTGC CAAGAGAGAA CAGTGGAAGA AACTGCGGAG GGAAAGCTGG4 3 0 
GAACGAGAGG TTAAGCAGCT GCAGGAGGAA ACGCCACCTG GTGGTCCTTT AACTGAAGCT54 0 
TTGCCCCCTG CCCGAAAGGA AGGTGATTTG CCCCCACTGT GGTGGTATAT TGTGACCAGA6C0 
CCCCGGGAGC GGCCCATGTA GAAAGAGAGA GACCTCATCT TTCATGCTTG CAAGTGAAAT660 
ATGTTACAGA ACATGCACTT GCCCTAATAA AAAATCAGTG AAATGGAAAA AAAAAAAAAA7 20 
AAAAAAAAAA AAAAAAAAA "^-^ 



(2) INFORMATION ON SEQ ID NO. 264: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 2146 base pairs 

(B) TYPE: Nucleic acid 

( C ) STRAND : indi vidua 1 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 



(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 264: 

TT-TTT-"^TT TCCCAGGCCC TCTTTTTATT TACAGTGATA CCA.:^CCATC 60 
-Ar-^GCAAl ^-i"?aaTC TCCCATCAGC TGGAATTAAG TAGGTACTGT GTATCTTTGA 120 
l^i'^tfJ^ ^^G-^CCAC aTTGGTGGAT ACAAGAAAGG AAGGCACGAA CAGCTG^AA-^^ 180 
-p-r:!!!^; cAcAC-GC-C CAGCTGGAAT CCAGCAGGAA CCTCTGAGCA TGCCACAGCT 240 
AGAAGo^irtT CACACv,t.i-.^ ^C^^.^arrT rrTTTCATT TATTTTGAAA GCAAATTCAT 300 

~ r= r~i is ^ ^ 

™=CT TTCC.CTTTC CT.™ .~C. — 

II^SIkc^o tc;.t.caoct CTajAA^Aj S O 

r~ iiii =i i= lii ii 

?Sr~'?PcG Igct^Itc ?^ccI?cca ^ATCCAATGT TCTCATTTAA ACATTACCCA 960 
ATTcGGC:CG AGCTTT>,ATC ^^^^ll? rCTTCTGTCT GGTGGCACTT AGAGTCTTTT1020 

GCATCATTGT TTATAATCAG ^CTCTGG RCTTCTGTCT ^ AGTCTTCATG1080 

™ iii IsSi ~ ii™ 

■■■■■■I 

^«Sc™ S=Scc«^ tct™ tc.™ ™c.= - - -° 

lii ~ iiii =1 i= iiili 

iiii Eiii iiii iiii iiE =1H 

CC^GGgS^ C^TGCGATTC CATCTCTAAA AAAAAAAAAA AAAAAA 2146 
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(2) INFORMATION ON SEQ ID NO. 2 65: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1020 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 265: 

CCTGGTGCAT kAATAGAGAC 60 
TAGCCGCCGA CTCACACAAG 120 
TCCAGTGTCA GCATTCTTGC 180 
AGTCAAACCT GGAGCCAAAA 24 0 
CTCCAGAGGT TGGGGTGACC 300 
ATCCAAGACA AGCAACAAAC 3 60 
TCAAGCTTTA AAGA.AAGTGT 4 20 
TGTCCTCCTC AATCTGGTTT 4 30 
TGTCCCCAGG ATTATGTTTG 540 
ATATTCAAAC CGTCTCTATG 600 
GAAGAAAGCT CTCAAGTTGC 6 60 
CTGTCTGTCA GGCCTTGAGA 7 20 
AAGCATAGTG AACACACTGA 7 80 
AA.=^CAAGTT TTAGAAATTT 340 
CCATAGTGAG CCATGATTTT 900 
TCCAAAAAAA AAA^VWWU^ 960 
CGGGTTACAA TTGGGGGGCG1020 



caa.gtaaatg cagcactagt 
tcagctgtgc tggcacactc 
gcaggtgggt gaggaaatcc 
tccttgtggc cctctcctac 
aggacacaaa ggactctcga 
aactcatctg gactcagaca 
ccttgatgat tattcatcac 
ttgctg;^jiaa tpj\agaaatc 
atg.aaacaac tgacaaacac 
ttgacccatc tctgacagtt 
cttacgaacc tgcagataca 
tgaagactga attgtaaaga 
cttgaaji.cca gaagaagtgt 
ttaggttatg gtttaatgtt 
3gtttcaagt gtacatgtgt 

rr.^-AAAAAAA AAATAAATGT 
A.AAAAAAAAA AAAAAAAAAA 



GGGTGGGATT GAGGCTATGC 
AGCGGCTCTG GACCGCATCC 
AGAGTTGCCA TGGAGAAAAT 
ACTCTGGCCA GAGATACCAC 
CCCAAACTGC CCCAGACCCT 
TATGAAGAAG CTCTATATAA 
TTGGATGAGT GCCCACACAG 
CAGA-AATTGG CAGAGCAGTT 
CTTTCTCCTG ATGGCCAGTA 
AGAGCCGATA TCACTGGAAG 
GCTCTGTTGC TTGACAACAT 
AAAAAAATCT CCAAGCCCTT 
GAGAAGACTG GCTAGTGTGG 
ACAACAACTA TTTTTTAAGA 
GAAAACAATA TTGTATACTA 
TTTGGGGGTG TTCTGTTTTC 
AAAAATTGCC CCCAAGGGGA 



(2) INFORMATION ON SEQ ID NO. 2 66: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1652 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 
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(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2 66: 



AATTCGGATC 
CGGATCCATG 
NCCGGGNNTC 
CAAGAGAAGT 
AGCCCTCACC 
CCTCTTTGTC 
ACTACAAGAA 
TTGGCAAACA 
ACCAGGTNNG 

TNGTNGAACN 

CCCACTGCAG 

CCATGACATN 

7TA7GCGCTG 

TACATGAGGC 

CACCCTACCC 

GGAAGCCACA 

AAAAGACAAG 

CCCAGTGTGT 

GTCCA.TCNTG 

GTTCCAAANN 

CTCAJ^NCCN 

TACACACCAC 

AGCCNCATCC 

TANCCCCAGG 

GGGNCGGNGC 

GGCTCCCNAG 

TGTCCACTGG 

.AAAAAAAA-AA 



CATGGGCCAC 
NNNNGTGGCC 
CTGCCTTCTG 
CTAAGACAGA 
ATCGATGGGG 
AACGTAGCCA 
GAACTTGGGC 
GGAGCCAGGC 
GGGGCTTTGT 



AGTGGATGGC 
ACCCCAAGAC 
TCCCTGCTCC 
CTGCCATGGC 
AGGAATACAT 
GCTACTGAGG 
CATTTGGCTN 
GAGAACTCGG 
GNCCTAATTN 



GGGGAGNAAA 

NAACTCCTGG 

CCGCTGGAAC 

GTACCACCGG 

GGCAGGCANG 

CTACCCCCTG 

TTCCCAGTCA 

CCNTGGCACA 

GCATGGCTAC 

TNGTTTACGG 

TGAGNNCCCA 

TGANACATNC 

CmGCCTCCT 

CACAGTGCNT 

TNCAGGGGNT 

CTCCCCTGAG 

GCANGGGACA 

TATCTCAACA 

AAAAAAAAAA 



GAGCNAGAAA 
GNCTCANCCT 
TTTGAGAAGT 
ACCACAGTCN 
CCCTGANGCG 
CCCATCATNG 
TTCTNANCCC 
ACTGTGTGTC 
ACAGNCCACG 
NCTTGGCACA 
AANNGGAAAC 
ATTCNTTGGG 
TCTTCCTTNC 
CCTGAGACCA 
GGTGTCTCTA 
CCCNGTCTGT 
CTACCCCCGC 
CCCCCATCTG 
AAAAAAAAAA 



TTGAAATGTG 
GCGCCCCAGC 
TGGCCGGNGT 
GGTNATGAGT 
TCCTTTTAAG 
TCTGACAGAC 
TGGTCATTCT 
AGATACTCCC 
NNNTCCAGNC 

TTCTACACTT 
GGCCGCNCTC 
TCCTGGTNGG 
AGCAACGTCN 
CCNAGGGGGN 
CAAGGGCCGA 
CCACCCCAGA 
TGAACCACTG 
TATCTGCCTG 
ACACCCNNTC 
ACNAANGTTC 
GNCCAKGCAT 
CTGNAAGGAC 
GCCAAGACAA 
TGAAGGANNG 
GGTGCCNAGC 
GCCTCTGGAG 
CCCAGTAAAG 
GG 



GCTGAGCGCT 
CCGCCATGGC 
TTGTTCCGCC 
GGTACCATCT 
CAGTATGCAG 
CAATACCTTG 
GGGCTTCCCT 
CAGTCTCAAG 
TCNTTTGAGA 

TCCTGAAGAA 

TTTTGGGAAC 

GGCCNAGANT 

AAGATGGACA 

AAGTAACTGA 

NGGAGGGGCT 

TTCTCTTTNC 

TNGGACACGT 

CNTTGAAACC 

ATATTTTTTT 

TNAGGTCCNA 

CNTCCCACA.T 

CCNTCCNNNN 

CTGTGAGCGC 

GGNNCCCGNA 

CCTTAGTGCA 

GACATGCTAT 

GTCTTTCTGC 



TCGGACAATT 
CCGGATCCTN 
GGGCCGGGGA 
ACGAGTATGG 
GCAAATATAT 
AACTGAATGC 
TCCAACCAAT 
TATGTTCGNN 
AANNGGANGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 



CTCCTGCCCT 6C0 
CCATGAAGAT 6 60 
GGCATACCGG 7 20 
TCCTGNTCNT 7 80 
NTGCCCNNNC 8 40 
CTTNCAGGAA 900 
TTNATTACAT 960 
GACAATTGTN102C 
CANGGGMATG1080 
CAGCNTTTCT1140 
ATNGGTTCTG12 00 
NGCCCACACN12 60 
TGAGCCCCCA13 20 
GATGGCCGTG1380 
AGCCCTTGTN14 40 
TTCAGGCTTA15 00 
CCTCTCACTC15 60 
AGCAAAAAAA1620 
1652 
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(2) INFORMATION ON SEQ ID NO* 267: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1409 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 267: 

GGAGTGGCCC TCTGTGAGGG GCTCAAATGG TTGCAATTCA TGGCGCGTTA CGACTTGGCT 60 
CACTTAATCA AATCCCTACC AACTCTAACT TGCCGAAGGA AGAACTTGAC CTCTTGGAGA 120 
ACCCTCGATT GGTTTTTCCT GCCATTTAGA TGTTGAAGTA CCCCATGAAG AGCTGCAAAA 180 
ATTCTCAAAG GTGGATTACA GGAGGTGGCA GAACAGTTAG AGCTGGAACG GATAGGACCA 24 0 
CAACATCAGG CAGGATCTGA TTCATTGCTC ACAGGAATGG CCTTTTTCAA AATGAGAGAA 300 
ATGTTCTTTG AAGATCATAT TGATGATGCC AAATATTGTG GTCATTTGTA TGGCCTTGGT 360 
TCTGGTTCAT CCTATGTACA GAATGGCACA GGGAATGCAT ATGAAGAGGA AGCCAACAAG 4 20 
CAGTCATGAC ATGAAATAGT CCTTTTATTT TTATTTCGAG CTACACACAT GCTTGTATAT 4 80 
AGGTTTTATC TCTGGTTGAA TCCCTCGAAC AATAGACAGT ACCTTTCCCC CCCCTTTCAT 54 0 
GGCCCATTTT ATTGTCTGCC TTTCAGTACT AAGTATGACC GTTCCTATCT CAGATCTTAA 600 
TAAAAAGAAA AAAAAAAACG CATTCAGGTT AAATTTGGCC TTAATTTAAT ATACTTGTTA 660 
GCAAGCGTGT GTGACAGAGA GTGGGGAAAG CTACATCATT GAATATTTTG ATAAACTTTA 720 
CCGACTTGAG TTTGGTTTAT TTTTCCCTTT TCCTAAATTA ACTAGCACTG ACTGTAATTT 7 80 

ATTTCCCTGT TTCACGTCTC TCCCTTCCAT TCTGCAGGAG TTTTAGCTAT TTGAGATCGT 84 0 
GGACCATCAG TTTTGCACTT TAGAGAGTGT TTCTGAC7CT AAACCTGTTT TATCAGAAAA 900 
TTTGTTTTTT CTTGATCTTA GCTGGAAAAA TCTGCCAACT TTACACAGTA TTTACTTGGT 960 
TTTGACCCAC AG^^J^TATAGC ACGTTGTGCA AACTGTCGAT TCAGCGAAAC TT.2AAAAAGA102 0 
C.::^GAAACTA CTGAGGAGCT TAGTAACTGC TGTTTCTGTA CGTAGTGTTT AATCTTCCAA1080 
3CACATCTAG TGTCTGTCAG TTTCTAATTG GCATGTGTAG GCTGCTCTGT GACTGAAGAA114 0 
TTTTCAAACC AGCTTTACAC CCTTCAGGAA AAATCCCTGT GATTGGATGG TTACTATCTGl 200 
CCAGGAACTG GTACCCAGAT GTGAAGCACA GTTATTATGA TAGACACTTC CTGAGTGCTA12 60 
TTGTATCCAC ACCATTACCT TTTTTTTTAA ATTGGAGCCA TCTATGAGCC TGATTGTGGTi320 
CGCAACCATT GTAAAACCCA GAAAGCCTAG GGATTGGCCA ATAATTGGGG AAATGGTGCAl 38 0 
GTGCCAAGGA AA7GGGATGG CAAAAGAAG 14 0 9 
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(2) INFORMATION ON SEQ ID NO. 268: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 900 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2 68: 



CCCACGCGTC CCGGAAACGG CGGCGGCGGC 

AAGTCGGGGA TCCCAGAAAG AGAAGCGTGA 

CTCCGGCCTG CCAGTGAGCT TCTACCATCA 

CAGAGGAGCT ACTGCGGCAG AACCAGAGGG 

GCGAGCGACA GAAACTAGAG ACCCAGGAGA 

CCAAGCAAGG CCAGATGGAT GCTGTTCGCA 

GCTATGTGCG CAAGTTTGTA TTGATGCGGG 

AGACACTCAA GTCCAACAAC TCGATGGCAC 

GCACCATGAA CAGACAGCTG AAGTTGCCCC 

GGCAGGCAGA GATCATGGAT ATGAAGGAGG 

TGGGTGATGA GGAAGATGAA GAGGAGAGTG 

TGGGACTTAG CCTAACAGAT GAGCTGTCGA 

TGGCTGCTGG TGGGAAAAAA GCAGAGGCCG 

ACCTGGAGGA ACGGCTTAAG AACCTGCGGA 

ACCAGTGGAT GCCCAGGATC TTTTACCACA 



GACAGGACCG AGGGGCCTTA GTTGGTGGGC 60 
CCCGGAAGCG GAAACGGGTG TCCGTCCCAG120 
TGGACCTATT GTTCGGGCGC CGGAAGACGC180 
CCCTGAACCG TGCCATGCGG GAGCTGGACC2 4 0 
AGAAAATCAT TGCAGACATT AAGAAGATGG300 
TCATGGCAAA AGACTTGGTG CGCACCCGGC3 60 
CCAACATCCA GGCTGTGTCC CTCAAGATCC4 20 
AAGCCATGAA GGGTGTCACC AAGGCCATGG4 80 
AGATCCAGAA GATCATGATG GAGTTTGAGC5 4 0 
AGATGATGAA TGATGCCATT GATGATCCCA600 
ATGCTGTGGT GTCCCAGGTT CTGGATGAGC660 
ACCTCCCCTC AACTGGGGGC TCGCTTAGTG7 20 
CAGCCTCAGC CCTAGCTGAT GCTGATGCAG7 80 
GGGACTGAGT GCCCCTGCCA CTCCGAGATA8 4 0 
ACCCCTCTGT AATAAAAGAG ATTTGACACT900 



(2) INFORMATION ON SEQ ID NO. 269: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1145 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 



(iii) HYPOTHETICAL: NO 
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(iii) ANTI -SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 269: 



GGGCCCCGCC CAGGCGGCTG CCCGTGACCT 
GGGCAAGACG GGTTCAGTTC GTCATGGGGC 
AAGAACTGGT CAATGAGTGG TCATTGAAGA 
AAATAAGGGA TATCCAAAGA GAAGAAGAAA 
AGAAGGGCCA GAAGGATGTC TGCATAGTTC 
CTGTGAGCAJ\ GCTGTATGCA TCCAAAGCAC 
ACCAGCTCGC GGTCTTGCGA GTGGCTGGTT 
CCATGCAAAG TCTTGTGAAG ATTCCAGAGA 
.AAATGATGAA GGCTGGGATC ATAGAGGAGA 
ATCAGGAAGA AATGGAGGAA GAAGCAGAAA 
CAGCAGGGGC CTTGGGCAAA gcacccagta 

ctccaggagc gatggctgcc tcagaggatg 
tgcagtcccg gctggccaca ctccgcagct 
cactcctctc aagagctgcc attttatgtg 
taccattttg gagaaggttc tgtttgtctc 
caaagggatt gttcttataa aagtggcata 
agatatatct tattgtgggg aggggaaaga 
atataggtga ttgcctgaat gtcgaagact 

GAATTTTAAT AAATTTTTGC TTTAGCACTT 
ACTTT 



GCCTGGGCGC GGGGAACTGA AAGCCGGAAG 60 
TGTTTGGAAA GACCCAGGAG AAGCCGCCCA 120 
TAAGAAAGGA AATGAGAGTT GTTGACAGGC 180 
AAGTGAAACG ATCTGTGAAA GATGCTGCCA 2 40 
TGGCCAAGGA GATGATCAGG TCAAGGAAGG 300 
ACATGAACTC AGTGCTCATG GGGATGAAGA 3 60 
CCCTGCAGAA GAGCACAGAA GTGATGAAGG 4 20 
TTCAGGCCAC CATGAGGGAG TTGTCCAAAG 4 80 
TGTTAGAGGA CACTTTTGAA AGCATGGACG 54 0 
TGGAAATTGA CAGAATTCTC TTTGAAATTA 600 
AAGTGACTGA TGCCCTTCCA GAGCCAGAAC 6 60 
AGGGGGAGGA GGAAGAGGCT CTGGAGGCCA '?20 
AGGGGCTGCC TACCCCGCTG GGTGTGCACP 7 80 
TCTCTTGCAC TACACCTCTG TTGTGAGGAC 8 40 
TTTTCATTCT CTGCCCAGGT TTTGGGATCG 900 
AATAAATGCA TCATTTTTAG GAGTATAGAC 960 
AATCCATCTG CTCATGAAGC ACT'i'CTGAAA1020 
CTACTTTTGT CTATAAAACA CTATAT AAAT 1 0 8 0 
GGCCCCATTG TAGATTGCCC TGTGCAGTAA114 0 

1145 



(2) INFORMATION ON SEQ ID NO. 270: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1836 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 



(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 270: 

G~'GCGACAT GCAGTGCGCC GGAGGAACTG TGCTCTTTGA GGCCGACGCT AGGGGCCCGG 60 
AAGGGAAACT GCGAGGCGAA GGTGACCGGG GACCGAGCAT TTCAGATCTG CTCGGTAGAC 120 
riGG-^GCACC ACCACCATGT TGGCTGCAAG GCTGGTGTGT CTCCGGACAG TACCTTCTAG ISO 
I^-^TH-Cj-^C CCAGCTTTCA CCAAGGCCTC CCCTGTTGTG AAGAATTCCA TCACGAAGAA 240 
TCAATGGCTG TTAACACCTA GCAGGGAATA TGCCACCAAA ACAAGAATTG GGATCCGGCG 300 
TGGGAGAACT GGCCAAGAAC TCWGAGGC AGCATTGGAA CCATCGATGG AAAAAATATT 3 50 
T^^r^AT-^GAT CAGATGGGAA GATGGTTTGT TGCTGGAGGG GCTGCTGTTG GTCTTGGAGC 4 20 
I't^GTCC^AC TATGGCTTGG GACTGTCTAA TGAGATTGGA GCTATTGAAA AGGCTGTAAT 4 80 
TTGGCC'-CAG -^A-^GTCAAGG ATAGAATTCA TTCCACCTAT ATGTACTTAG CAGGGAGTAT 54 0 
TGGTttAACA GCTTTGTCTG CCATAGCAAT CAGCAGAACG CCTGTTCTCA TGAACTTCAT 600 
GATGAGAGGC TCTTGGGTGA CAATTGGTGT GACCTTTGCA GCCATGGTTG GAGCTGGAAT 6 60 
GCTGGtaCGA TCAATACCAT ATGACCAGAG CCCAGGCCCA AAGCATCTTG CTTGGTTGCT 7 20 
SvCATTC-^GGT GTGATGGGTG CAGTGGTGGC TCCTCTGACA ATATTAGGGG GTCCTCTTCT 780 
CATCAGAGCT GCATGGTACA CAGCTGGCAT TGTGGGAGGC CTCTCCACTG TGGCCATGTG 8 40 
TGCGCCCAGT GAAAAGTTTC TGAACATGGG TGCACCCCTG GGAGTGGGCC TGGGTCTCGT 900 
C-^TTGIGTCC TCATTGGGAT CTATGTTTCT TCCACCTACC ACCGTGGCTG GTGCCACTCT 960 
TTACTCAGTG GCAATGTACG GTGGATTAGT TCTTTTCAGC ATGTTCCTTC TGTATGATAC1020 
CCAGAAAGTA ATCAAGCGTG CAGAAGTATC ACCAATGTAT GGAGTTCAAA AATATGATCC1080 
CATTAACTCG ATGCTGAGTA TCTACATGGA TACATTAAAT ATATTTATGC GAGTTGCAACl 1 4 0 
TATGCTGGCA ACTGGAGGCA ACAGAAAGAA ATGAAGTGAC TCAGCTTCTG GCTTCTCTGC1200 
TACATCAAAT ATCTTGTTTA ATGGGGCAGA TATGCATTAA ATAGTTTGTA CAAGCAGCTT12 60 
TCGT7GAAGT TTAGAAGATA AGAAACATGT CATCATATTT AAATGTTCCG GTAATGTGAT1320 
GCCTCAGGTC tgcCTTTTTT TCTGGAGAAT AAATGCAGTA ATCCTCTCCC AAATAAGCACl 38 0 
ACACATTTTC AATTCTCATG TTTGAGTGAT TTTAAAATGT TTTGGTGAAT GTGAAAACTAl 4 4 0 
AAGTTTGTGT CATGAGAATG TAAGTCTTTT TTCTACTTTA AAATTTAGTA GGTTCACTGAl 500 
GTAACTAAAA TTTAGCAAAC CTGTGTTTGC ATATTTTTTT GGAGTGCAGA ATATTGTAATl 5 60 
TAATGTCATA AGTGATTTGG AGCTTTGGTA AAGGGACCAG AGAGAAGGAG TCACCTGCAGl 620 
^P^^^^2TTT TTTTAAATAC TTAGAACTTA GCACTTGTGT TATTGATTAG TGAGGAGCCA1680 
GTAAGAAACA TCTGGGTATT TGGAAACAAG TGGTCATTGG TTACATTCAT CTGCTGAACT17 4 0 
TAACAAAACT GGTTCCATCC TGGAACAGGG CACAGGTGAA TGCATTCCTC CTGCGGTTGG1800 
CTCCCCAGTG GCCCGCCTTC CCATATAGGA TGTGGG 18 36 

(2) INFORMATION ON SEQ ID NO. 271: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1220 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 271: 



TGAAGTTCTA 
TGAGCATGAA 
ATATAGGACG 
CTAGGTGACA 
ATCTTCCCAT 
GTTTCTCTTG 
ATCCCGGTGC 
.^^GGAGGAAT 
TGGTTCCGAC 
CATGACCTCC 
ACTGCCCCAG 
GGCAA.AATAT 
GGACTAGCTC 
CTGATTCAGA 
CTGAGGCAGG 
TAACTCATCT 
GTAGGCATTG 
GGCTGCACAG 
CCCAGGTGGA 
GTCTTTCTGG 
AAAAAAAAAA 



AGAGCTTTCC 
CGGAAGTCAC 
GAGTAATCTG 
AGAAAACAAA 
AGTAAAGATG 
CGCCCTGGTC 
TGAAGACTAA 
ATCAGTCCCT 
TGGAGTCCAA 
TGAAATATGA 
AAATTGCAGT 
GCCTGACGGA 
ATCTCATGGC 
AGGGCGTCAT 
GCAGAGGGAC 
AACTGCTTCC 
CTGGGGAAGA 
GGAAGGGAAA 
GCAACATGCG 
TTTCTGGAGA 
AAAAAAAAAA 



AAGTTTGGGA 
CCTTTGTGCC 
TTTACATTCT 
GATCTTATTC 
ACGGCGCCTT 
CAAGATGGCG 
CGCCGGACCC 
TATCCGGTAT 
CAAGGAAGGA 
GTTTGACATC 
TCCTGAGCTG 
TCATTTCAAA 
TCTGGGGCTG 
CCAACACAAA 
CTTTGATAGG 
CCGGACACCC 
AACAAACACA 
GACTGGGCTT 
ATTCTGGAGG 
TAACCCATCA 
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AGGTGTCCGG 
TTATGCGGTG 
GTTCTTCTCG 
AAAAGAGGTC 
GAGGTAAGCT 
GATGAAGCCA 
CGAGATCGTG 
GTGGAGAACA 
ACTCGGTGGT 
GAGTTTGACA 
GATGGAAAGA 
CCTTTGTGGG 
GGTCCATGGC 
GAGAAATGCA 
CTACGATACT 
TCCACCTCTA 
CACCAAACAG 
TGGACAATCT 
CACGGGGGTA 
ATAAAAGCTG 



GTTTTCTGCG 
ATTTTAATGA 
ATGCACTCAC 
TTACAGCAAC 
ACAGGCAACA 
CGCGACGTGT 
AGTTGTGGGT 
ACAAGAATGC 
TTGGAAAATG 
TTCCTATCAC 
CAGCAAAGAT 
CCAGGAATGT 
TGGCAGTGGA 
ACCAATGAAG 
ATTTTCCTGT 
GTTGTTACTA 
TACTGCTACT 
AGAGGTAATT 
ACTGAAAGTG 
CTTCCTCTGG 



ATTACTTCTC 60 
TAGGTGTCAT 12 0 
AAGCGGGTAA 180 
CCAACGTCTC 24 0 
CCACTTCCGC 300 
TGTGTCTGAG 360 
GCAGCGACTG 4 20 
TGACAACGAT 4 80 
CTGGTATATC 54 0 
ATATCCTACT 600 
GTACAGGGGT 6 60 
GCCCAAATTT 72 0 
AATCCCTGAT 7 80 
AATCAAGCCA 84 0 
GCATCACACT 900 
AGTAGCTGCA 9 60 
TAGTTTCTAA1020 
TATATCCGCC1080 
AGTACATATA114 0 
TAAAAAAAAA12 00 
1220 



(2) INFORMATION ON SEQ ID NO. 272: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1303 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 




(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 272: 



CGCAGTGCGC AGGCGTGGGG CTCTCTCCTT GTCAGTCGGC GCCGCGTGCG GGCTGGTGGC 60 
TCTGTGGCAG CGGCGGCGGC AGGACTCCGG CACTATGAGC GGCTTCAGCA CCGAGGAGCG 120 
CGCCGCGCCC TTCTCCCTGG AGTACCGAGT CTTCCTCAAA AATGAGAAAG GACAATATAT 18 0 
ATCTCCATTT CATGATATTC CAATTTATGC AGATAAGGAT GTGTTTCACA TGGTAGTTGA 24 0 
AGTACCACGC TGGTCTAATG CAAAAATGGA GATTGCTACA AAGGACCCTT TAAACCCTAT 300 
TAAACAAGAT GTGAAAAAAG GAAAACTTCG CTATGTTGCG AATTTGTTCC CGTATAAAGG 360 
ATATATCTGG AACTATGGTG CCATCCCTCA GACTTGGGAA GACCCAGGGC ACAATGATAA 4 20 
ACATACTGGC TGTTGTGGTG ACAATGACCC AATTGATGTG TGTGAAATTG GAAGCAAGGT 4 80 
/^TGTGCAAGA GGTGAAATAA TTGGCGTGAA AGTTCTAGGC ATATTGGCTA TGATTGACGA 54 0 
AGGGGAAACC GACTGGAAAG TCATTGCCAT TAATGTGGAT GATCCTGATG CAGCCAATTA 500 
TAATGATATC AATGATGTCA AACGGCTGAA ACCTGGCTAC TTAGAAGCTA CTGTGGACTG 660 
GTTTAGAAGG TATAAGGTTC CTGATGGAAA ACCAGAAAAT GAGTTTGCGT TTAATGCAGA 7 20 
ATTTAAAGAT AAGGACTTTG CCATTGATAT TATTAAAAGC ACTCATGACC ATTGGAAAGC 78 0 
ATTAGTGACT AAGAAAACGA ATGGAAAAGG AATCAGTTGC ATGAATACAA CTTTGTCTGA 84 0 
GAGCCCCTTC AAGTGTGATC CTGATGCTGC CAGAGCCATT GTGGATGCTT TACCACCACC 900 
CTGTGAATCT GCCTGCACAG TACCAACAGA CGTGGATAAG TGGTTCCATC ACCAGAAAAA 960 
CTAATGAGAT TTCTCTGGAA TACAAGCTGA TATTGCTACA TCGTGTTCAT CTGGATGTAT 102 0 
TAGAAGTAAA AGTAGTAGCT TTTCAAAGCT TTAAATTTGT AGAACTCATC TAACTAAAGT108 0 
AAATTCTGCT GTGACTAATC CAATATACTC AGAATGTTAT CCATCTAAAG CATTTTTCAT 11 4 0 
ATCTCAACTA AGATAACTTT TAGCACATGC TTAAATATCA AAGCAGTTGT CATTTGGAAG1200 
TCACTTGTGA ATAGATGTGC AAGGGGAGCA CATATTGGAT GTATATGTTA CCATATGTTA12 60 
GGAAATAAAA TTATTTTGCT GAAACTTGGA AAAAAAAAAA AAA 1303 



(2) INFORMATION ON SEQ ID NO. 273: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 1586 base pairs 

(B) TYPE: Nucleic acid 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: partial cDNAs produced from individual 

ESTs by assembling and editing 

(iii) HYPOTHETICAL: NO 
(iii) ANTI-SENSE: NO 

(vi) ORIGIN: 

(A) ORGANISM: HUMAN 
(C) ORGAN: 

(vii) OTHER ORIGIN: 

(A) LIBRARY: cDNA library 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 273: 



CGGCTCGAGC GGCTCGAGAT TCGAGGTCGT 
TGGACGTGGA ATGGGCCGAG GAGATGGATT 
GCATAGTGGA AGTGATAGAT CTGGCCTGAA 
TCACAACTGG GGAACTGTCA AAGACGAATT 
AATATCTTAT AATTACAGTG ACTTGGATCA 
TGAAGAACAT CATCCAGTGG CAGACACTGA 



GGTGGTCTTG GAAGAGCGTC GAGGGGGCCG 60 
TGATTCTCGT GGCAAACGTG AATTTGATAG 120 
GCACGAGGAC AAACGTGGAG GTAGCGGATC 180 
AACAGAGTCC CCCAAATACA TTCAGAAACA 24 0 
ATCAAATGTG ACTGAGGAAA CACCTGAAGG 300 
AAATAAGGAG AATGAAGTTG AAGAGGTAAA 360 




AGAGGAGGGT CC.AAAAGAGA TGACTTTGGA 
GGCA.A.AAGTA GAATTTAATA TCCGAAAACC 
GGGATTTGTT CTTCATAAAT CAAAGAGTGA 
CCATCATTTC CGGAAGCCAG CAAATGATAT 
CCTTGGCCGC CCAGGACGTG GCGGCAGGGG 
CCCAAACCGT GGCAGCAGGA CCGACAAGTC 
AGAGGCATTC CCAGCTCTGG CTTAACTGGA 
ACCCTTCTGT TCAAAGCTTT TGCATGCTTA 
.AAAAAGACTG TCATTCATAC CATTCACACC 
GAACTTCTCC CGCTACACAG AAGTAACAAA 
ATTGGTAGCA GGGATGTTTT CATAATTTTC 
GTATTGCTGC TTGCAAATAT GCATTTCCAA 
CAGTTTAAAG CTTTCACTTC ATTTGTGTTT 
TAC/WVCTGG TTTTAAATAT TGGACATACT 
ATGGTCAACT GGGACATGTT AAACTTTGAT 
ACTATATGTA TTTTAACTTA GTTTTAATAT 
TTCTCATGAT AGCTGTTATA TATATATGCT 
GAACAAATTC AAAGCACATT TGGTTTATTA 
TGGGGTCCAA ATTATAACTG ATTTACATTT 
CCCATTTAAA ATCTAACTAG ACACCTAATG 
CGGGCCAG 
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TGAGTGGAAG GCTATTCAAA ATAAGGACCG 4 20 
AAATGAAGGT GCTGATGGGC AGTGGAAGAA 4 80 
AGAGGCTCAT GCTGAAGATT CGGTTATGGA 54 0 
AACGTCTCAG CTGGAGATCA ATTTTGGAGA 600 
AGGACGAGGT GGACGTGGGC GTGGTGGGCG 660 
AAGTGCTTCT GCTCCTGATG TGGATGACCC 720 
TGCCATAAGA CAACCCTGGT TCCTTTGTGA 7 80 
AGGATTCCAA ACGACTAAGA AATTAAAAAA 840 
TAAAGACTGA ATTTTATCTG TTTTAAAAAT 900 
TATGGTAGTC AGTTTTGTAT TTAGAAATGT 960 
AGAGATTATG CATTCTTCAT GAATACTTTT 1 020 
ACTTGAAATA TAGGTGTGAA CAGTGTGTAC1080 
TTTAATTAAG GATTTAGAAG TTCCCCCAATl 14 0 
GGTTTTAATA CCTGCTTTGC ATATTCACAC1200 
TTGTCAAATT TTATGCTGTG TGGAATACTA12 60 
TTTCATTTTT GGGGAAAAAT CTTTTTTCACl 320 
AAATCTTTAT ATACAGAAAT ATCAGTACTT1380 
ACCCGTGGCT GCCCTGGCAT GGGGCCCATT 1 4 4 0 
TCAGCGATAT TACTTTTAAA TGCCTGAGTTl 500 
GGGAAGTGGT TAACCACTAT GTGGTAGCCAl 5 60 

1568 



(2) INFORMATION ON SEQ ID NO. 274: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 144 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 274: 



KQVKCAKVSY LLFLFQYCAI DSCIKFWNAG SSWLSSVTLW SMSSVSLSAS NVGRVRIKSE 60 
GCSTGDKLSL. GVPASKATEP ISFRRRSSCS LCCWLSALAS DFFRRSYSGR ■ YSLSYSSAAL120 
VTCTKSSSNP VPRTAETPTT LSEL 



(2) INFORMATION ON SEQ ID NO. 275: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 143 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 
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(vi) 



ORIGIN 

(A) ORGANISM: HUMAN 



(xi) 



SEQUENCE DESCRIPTION: SEQ ID NO: 275: 



Name: 27 5 



Len : 



143 



Check: 



15DA 



MSLVLDEFVS SLRVVGVSAV LGTGLDELFV QVTSAAEEYE REYRPEYERL KKSLANAE5Q 60 
QQREQLERLR KDMGSVALDA GTPKDSL3PV LHPSDLILTR PTLEADSDTD DI DHRVTEES 1 20 



(2) INFORMATION ON SEQ ID NO. 276: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 181 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 276: 

IPNMAAPLGG MFSGQPPGPP QAPPGLPGQA SLLQAAPGAP RPSSSTLVDE LESSFEACFA 60 

SLVSODYVNG TDQEEIRTGV DQCIQKFLDI ARQTECFFLQ KRLQLSVQKP EQVIKEDVSE120 

LRNELQRKDA LVQKHLTKLR HWQQVLEDIN VQHKKPADIP QGSLAYLEQA SANIPAPLKP180 

' 181 

(2) INFORMATION ON SEQ ID NO. 277: 

(i) SEQUENCE CHARACTERISTIC:' 

(A) LENGTH: 89 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 277: 



MELIIWQRVL PKCQVHRKEC VANLTHQPTH RPTASALCSR WLQRCRDVGR CLLQVGQGAL60 
RDVGGLFVLH VDVLQHLLPM PQLCQVLLD 8 9 



HEEPAFQNFM QESMAQYWKR NNK 



143 



(2) INFORMATION ON SEQ ID NO. 278: 
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(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 4 01 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 278: 

MPNFCAAPNC TRKSTQSDLA FFRFPRDPAR CQKWVENCRR ADLEDKTPDQ LNKHYRLCAK 60 

HFETSMICRT SPYRTVLRDN AIPTIFDLTS HLNNPHSRHR KRIKELSEDE IRTLKQKKID120 

ETSEQEQKHK ETNNSNAQNP SEEEGEGQDE DILPLTLEEK ENKEYLKSLF EILILMGKQNl 80 

IPLDGKEADE IPEGLFTPDN FQALLECRIN SGEEVLRKRF ETTAVNTLFC SKTQQRQMLE2 4 0 

ICESCIREET LREVRDSHFF SIITDDVVDI AGEEHLPVLV RFVDESHNLR EEFIGFLPYE300 

ADAEILAVKF HTMITEKWGL NMEYCRGQAY IVSSGFSSKM KVVASRLLEK YPQAI YTLCS360 

SCALNMWLAK SVPVMGVSVA LGTIEEVCSF FHXITTTAFR T 4 01 



(2) INFORMATION ON SEQ ID NO, 279: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 106 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 279: 



MLISGTLSHG TTQIQYXXEE HHADMYRSDL PNPDTLSAEL HCWRIKWKHR GKDIELPSTI 60 
YEALHLPDIK FFPNVYALLK VLCILPVMKV ENERYENGTK ASLKHI 106 

(2) INFORMATION ON SEQ ID NO, 280: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 398 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ORF 




(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 280: 

GRKCNKFWDN AQTSGIEEPS ETKGSMQKSK FKYKLVPEEE TTASENTEIT SERQKEGIKL 60 

TIRISSRKKK PDSPPKVLEP ENKQEKTEKE EEKTNVGRTL RRSPRISRPT AKVAEIRDQK120 

ADKKRGEGED EVEEESTALQ KTDKKEILKK SEKDTNSKVS KVKPKGKVRW TGSRTRGRWK180 

YSSKDE3EGS GSEKSSAASE EEEEKE3EEA ILADDDEPCK KCGLPNHPEL ILLCDSCDSG24 0 

VHTACLRPPL MIIPDGEWFC PPCQHKLLCE KLEEQLQDLD VALKKKERAE RRKERLVVVG300 

ISIENIIPPQ EPDFSEDQEE KKKDSKKSKA NLLERRSTRT RKCISYRFDE FDEAIDEAIE360 

DDIKEADGGG VGRGKDISTI TGHRGKDIST ILDEKIIT 398 



(2) INFORMATION ON SEQ ID NO. 281: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 198 amino acids 

(B) TYPE: Protein 

( C ) STRAND : indi vidua 1 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 281: 



SSEKSGSCGG MMFSILIPTY 
SPSGMIIRGG RRQAVWYPLS 
ADDFSLPDPS LSSLLEYFHL 
VDSSSTSSSP SPLFLSAF 



TKKSFLRSAR SFFFKATSKS 
QESHRRISSG WFGRPHFLHG 
PRVREPVHRT LPLGFTLLTL 



CNCSSNFSQS SLCWQGGQNH 60 
SSSSARMASS LSFSSSSSEA120 
EFVSFSDFFK ISFLSVFCKA180 

198 



(2) INFORMATION ON SEQ ID NO. 282: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 202 amino acids 

( B) TYPE : Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 



(vi) ORIGIN 

(A) ORGANISM: HUMAN 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 282: 

GRI.PFSGRGR GKKVTSGDGV ASLPLKLGRL FGGVTRGFNM RIEKCYFCSG PIYPGHGMMF 60 
VRN-DCKVFRF CKSKCHKNFK KKRNPRKVRW TKAFRKAAGK ELTVDNSFEF EKRRNEPIKY120 
QRELWNKTID AMKRVEEIKQ KRQAKFIMNR LKKNKELQKV QDIKEVKQNI HLI RAPLAGKl S 0 



(2) INFORMATION ON SEQ ID NO. 283: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 84 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 283: 

IIHCKLFTSC FPECFGPPNF ARIALLFKVF MTFRFAKSEH LAIVADEHHA VSRIDGPRTE60 
ITLFDTHVEP ACNPTKQTPK LERK 8 4 



(2) INFORMATION ON SEQ ID NO. 284: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 206 amino acids 

(B) TYPE: Protein 

( C ) STRAND : individua 1 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 284: 

RLEPRSVTRS RRAVSRLSAR PGKVSAVMAF LASGPYLTHQ QKVLRLYKRA LRKLESWCVQ 60 
RDKYRY^ACL MRARFEEHKN EKDMAKATQL LKEAEEEFWY RQHPQPYIFP DSPGGTSYER120 
YDCYKVPEWC LDDWHPSEKA MYPDYFAKRE QWKKLRRESW EREVKQLQEE TPPGGPLTEAl 6 0 
LPPARKEGDL PPLWWYIVTR PRERPM 20 6 

(2) INFORMATION ON SEQ ID NO. 285: 



GKQLEEKMVQ QLQEDVDMED A? 



202 



(i) SEQUENCE CHARACTERISTIC: 
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(A) LENGTH: 13 9 amino acids 

(B) TYPE: Protein 

( C ) STRAND : ind i vidua 1 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 285: 

PTVPSFPSAV SSTVLSWQSN QDTLPSQKDA SHLSTILGPC SNRISHRRCP QESQGRCMAV 60 
DADGTRILPR PPSAAGWPSP YPFHSYVLQT GLSSNKQSIG ICLSGRTTTR GGVAPAYKAA120 
TPFADGSGRV PTPRTPLRR ^-^^ 

(2) INFORMATION ON SEQ ID NO. 286: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 80 amino acids 

(B) TYPE: Protein 

( C ) STRAND : ind i vidua 1 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 286: 

LMMTIYALSN EFAFKINEEQ LSFFPLLSVQ LWHAQRFLLD SSWSGVIPFF FSCSCLPFLY60 
PPRWRQIKDL KDTQYLLNSS ®^ 



(2) INFORMATION ON SEQ ID NO. 287: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 80 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 287: 

LMMTIYALSN E.ArKINEEQ LSFrPLLSVQ LWKAQRFLLD SSWSGVIPrF rSCSCLPFLVSO 

PPKWRQIHDL KDTQYLLNSS 

(2) INFORMATION ON SEQ ID NO. 288: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 206 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 288: 

RLSCAGTLSG SGPHPSRRLT QGRWVRKSRV AMEKIPVSAF LLLVALSYTL ARDTTVKPGA 60 
KKDTKDSRPK LPQTLSRGWG DQLIWTQTYE EALYKSKTSN KPLMIIHHLD ECPHSQALKK120 
VFAENKEIQK LAEQFVLLNL VYETTDKHLS PDGQYVPRIM FVDPSLTVRA DITGRYSNRL180 
YAYEPADTAL LLDNMKKALK LLKTEL 



(2) INFORMATION ON SEQ ID NO. 289: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 77 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 289: 

GNPELPWRKF QCQHSCSLWP SPTLWPEIPQ SNLEPKRTQR TLDPNCPRPS PEVGVTNSSG60 
LRHMKKLYIM PRQATNP 




(2) INFORMATION ON SEQ ID NO, 290: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 160 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

( D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 290: 



GGXGXQLLXP XAXQGXPAAS 
MDLHGFPKEX GQXEXQEXLQ 
WXRTYLRLGS ISEFSPGSCL 



CXXQDVHLXR CXTVVRWYQR 
WEGRSSSGKC RISXSXLPXS 
PNWLEGKPRM TXAKWPKFFL 



ITGMPXXAPT RNFSKFQRXV 60 
TIXXFLKXXW XXIRXQSPXT120 

160 



(2) INFORMATION ON SEQ ID NO, 291: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 150 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 291: 

RHXPLXLGXH GHRAHSCLGW SQXALWDXAW GLXXXGSXQX RKKEAXWCVX VGXVGXCXXP 60 
XEXMXXGFEQ NXXGPXNXXV SXLGXXXWNR XAEKNMXGCC AKXVNXXMDH XXGFQXRQIRl 20 
GLCSHAHTGX NCHVSXSGSD TQLCXGLSFM 150 

(2) INFORMATION ON SEQ ID NO. 292: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 86 amino acids 

(B) TYPE: Protein 

( C ) STRAND : indi vidua 1 

( D ) TOPOLOGY : 1 inear 



(ii) MOLECULE TYPE: ORF 




(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

' (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 292: 

RA.i^KILKGGL QEVAEQLELE RIGPQHQAGS DSLLTGMAFr KMREMFFEDH IDDAKYCGKLeO 
YGLGSGSSYV QNGTGNAYEE EANKQS 8 6 



(2) INFORMATION ON SEQ ID NO- 293: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 64 amino acids 

( B ) TYPE : Prot e in 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 293: 

IKAKFNLNAF FFFFLLRSEI GTVILSTERQ TIKWAMKGGG KVLSIVRGIQ PEIKPIYKHV60 



(2) INFORMATION ON SEQ ID NO. 294: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 226 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

( iii ) HYPOTHETICAL : yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 294: 



ASTIMDLLFG RRKTPEELLR QNQRALNRAM RELDRERQKL ETQEKKIIAD IKKMAKQGQM 60 

DAVRIMAKDL VRTRRYVRKF VLMRANIQAV SLKIQTLKSN NSMAQAMKGV TKAMGTMNRQl 20 

LKLPQIQKIM MEFERQAEIM DMKEEMMNDA IDDPMGDEED EEESDAVVSQ VLDELGLSLTl 8 0 
DELSNLPSTG GSLSVAAGGK KAEAAASALA DADADLEERL KNLRRD 226 



343 



(2) INFORMATION ON SEQ ID NO. 295: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 166 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 295: 

KILGIHWLSR SGRGTQSLRR FLSRSSRSAS ASARAEAAAS AFFPPAATLS EPPVEGRFDS 60 
SSVRLSPSSS RTWDTTASLS SSSSSSPMGS SMASFIISSF ISMISACRSN SIMIFWIWGN120 
FSCLFMVPMA LVTPFMACAI ELLDLSVWIL RDTAWMLARI NTNLRT 166 



(2) INFORMATION ON SEQ ID NO. 296: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 23 3 amino acids 

( B ) TYPE : Prot e in 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 296: 



KPEGARRVQF VMGLFGKTQE KPPKELVNEW SLKIRKEMRV VDRQIRDIQR EEEKVKRSVK 60 

DAAKKGQKDV CIVLAKEMIR SRKAVSKLYA SKAKMNSVLM GMKNQLAVLR VAGSLQKSTE120 

VMKAMQSLVK IPEIQATMRE LSKEMMKAGI lEEMLEDTFE SMDDQEEMEE EAEMEIDRIL180 

FEITAGALGK APSKVTDALP EPEPPGAMAA SEDEGEEEEA LEAMQSRLAT LRS 233 



(2) INFORMATION ON SEQ ID NO. 297: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 129 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 297: 

LMPFQSQNLQ ERWLPQRMRG RRKRLWRPCS PGWPHSAARG CLPRWVCTHS SQELPFYVSL 60 
ALHLCCEDYH FGEGSVCLFS FSAQVLGSQR DCSYKSGINK CIIFRSIDRY ILLWGGERNP12 0 
SAHEALLKI 12 9 



(2) INFORMATION ON SEQ ID NO. 298: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 351 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 298: 

TWCTTTMLAA RLVCLRTLPS RVFHPAFTKA SPVVKNSITK NQWLLTPSRE YATKTRtgtr en 

RGRTGQELKE AALEPSMEKI FKIDQMGRWF VAGGAAVGLG ALCYYGLGLS NEIGAIEKAV120 

IWPQYvkDRI KSTYMYLAGS IGLTALSAIA ISRTPVLMNF MMRGSWVTIG VTFAAMVGAG130 

MLVRSIPYDQ SPGPKHLAWL LHSGVMGAVV APLTILGGPL LIRAAWYTAG IVGGLSTVAM2 4 0 

CAPSEKFLNM GAPLGVGLGL VFVSSLGSMF LPPTTVAGAT LYSVAMYGGL VLFSMFLLYD300 

TQKVIKRAEV SPMYGVQKYD PINSMLSIYM DTLNIFMRVA TMLATGGNRK K 351 



(2) INFORMATION ON SEQ ID NO. 299: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 147 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 
(vi) ORIGIN 
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(A) ORGANISM: HUMAN 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 299: 

RVAPATVVGG RNIDPNEDTK TRPRPTPRGA PMFRNFSLGA HMATVERPPT MPAVYHAALM 60 
RRGPPNIVRG ATTAPITPEC SNQARCFGPG LWSYGIDRTS IPAPTMAAKV TPIVTQEPLI 12 0 
MKFMRTGVLL lAMADKAVKP ILPAKYI '^^^ 



(2) INFORMATION ON SEQ ID NO» 300: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 188 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 300: 



RRLEVSYRQH HFRVSLAPWS KMADEATRRV VSEIPVLKTN AGPRDRELWV QRLKEEYQSL 60 

IRYVENNKNA DNDWFRLESN KEGTRWFGKC WYIHDLLKYE FDIEFDIPIT YPTTAPEIAV12C 

PELDGKTAKM YRGGKICLTD KFKPLWARNV PKFGLAHLMA LGLGPWLAVE IPDLIQKGVI180 

QHKEKCNQ ^8 8 

(2) INFORMATION ON SEQ ID NO. 301: 



(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 172 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 301: 



SKFGHIPGPQ RFEMIRQAYF 
M0IFAF3KPP SSFLVGLQSE 
DLRHNTSRGF IRHLGPGRKR 



ATPVHLCCLS IQLRNCNFWG 
PIVVSILVVL HIPDKGLIFL 
NAEVVLPVAY LKAPSSLLWE 



SSRICDRNVK LDVKLIFQEV 60 
LQSLHPQLTI SGSGVSLQHR120 
DETLGCCKTS FE 172 



(2) INFORMATION ON SEQ ID NO. 3 02: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 3 20 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 302: 

AVRRRGALSL SVGAACGLVA LWQRRRQDSG TMSGFSTEER AAPFSLEYRV- PLKNEKGQYI 60 
SPFHDIPIYA DKDVFHMVVE VPRWSNAKME lATKDPLNPI KQDVKKGKLR YVANLFPyKG120 
YIWNYGAIPQ TWEDPGHNDK HTGCCGDNDP IDVCEIGSKV CARGEIIGVK VLGILAMIDEl 80 
GETDWKVIAI NVDDPDAANY NDINDVKRLK PGYLEATVDW FRRYKVPDGK PENEFAFNAE24 0 
FKDKDFAIDI IKSTHDHWKA LVTKKTNGKG ISCMNTTLSE SPFKCDPDAA RAIVDALPPP300 
CESACTVPTD VDKWFHHQKN -.PO 



(2) INFORMATION ON SEQ ID NO, 303: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 85 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 303: 

RVLCSNLHFC IRPAWYFNYH VKHILICINW NIMKWRYILS FLIFEEDSVL QGEGRGALLG60 
AEAAHSAGVL PPPLPQSHQP ARGAD 85 



(2) INFORMATION ON SEQ ID NO. 304: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 247 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 304: 

GSSGSRFEVV VVLEERRGGR GRGMGRGDGF DSRGKREFDR HSGSDRSGLK HEDKRGGSGS 60 
HNWGTVKDEL TESPKYIQKQ ISYNYSDLDQ SNVTEETPEG EEHHPVADTE NKENEVEEVK120 
EEGPKEMTLD EWKAIQNKDR AKVEFNIRKP NEGADGQWKK GFVLHKSKSE EAHAEDSVMD18 0 
HHFRKPANDI TSQLEINFGD LGRPGRGGRG GRGGRGRGGR PNRGSRTDKS SASAPDVDDP24 0 
EAFPALA 

24 7 



(2) INFORMATION ON SEQ ID NO. 305: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 78 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3 05: 

SFGILKHAKA LNRRVHKGTR VVLWHPVKPE LGMPLGHPHQ EQKHLTCRSC CHGLGAKHAH60 
VHLVLPCRHV LGGQGLQN 7 8 



(2) INFORMATION ON SEQ ID NO. 3 06: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 293 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ORF 

(iii) HYPOTHETICAL: yes 

(vi) ORIGIN 

(A) ORGANISM: HUMAN 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 306: 



ATRGAIQDGG ASAARPRRRW 

VDPRKDAHSN LLAKKETSNL 

WNTWYGEQDQ AVHLWRYEGG 

rWNEPVPRSG PNIYELRSYQ 

HHLWAYRDLQ TREDIRNAAW 



AGGLLQRAAP CSLLPRLRTW 

YKLQFHNVKP ECLEAYNKIC 

YPALTEVMNK LRENKEFLEF 

LRPGTMIEWG NYWARAIRFR 

HKHGWEELVY YTVPLIQEME 



TSSSNRSRED SWLKSLFVRK 60 

QEVLPKIKED KH YPCTLVGT120 

RKARSDMLLS RKNQLLLEFS 1 8 0 

ODGNEAVGGF FSQIGQLYMV2 4 0 

SRIMIPLKTS PLQ 293 



(2) INFORMATION ON SEQ ID NO. 307: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH: 208 amino acids 

(B) TYPE: Protein 

(C) STRAND: individual 

(D) TOPOLOGY: linear 

(11) MOLECULE TYPE: ORF 

(ill) HYPOTHETICAL: yes 

(vl) ORIGIN 

(A) ORGANISM: HUMAN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 307: 



AHRNSTALLE GRGLQWDKDS GFHFLNKWNC 

VHHVQLPNLR EESSDGFVTI LSEADCTSPV 

ETELQQELIL PGEKHVTSCL TKFQKFLIFS 

PSPHQ3TRVV FIFVNLWQHL LTNFVVCF 



VIYQFLPAMF VPCCIPYVFP GLKIPVSPKM 60 
lAPFNHGSWS ELVRPEFIYI RSGSWHRLI ? I 2 0 
EFIHDFCEGW lASFlPPEVD SLVLLAI ?RV1 3 0 

208 



